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1 gatcaaaata cttggggaac ggttagggag 

71 ctcttataac cattttaagg caggtgatga 

141 aaagaaaggc tacaagtatt atataaagac 

211 ttcaagcagc aaggctacgt gtaatgcttg 

281 tttatttact caatctgaaa aggcgccacc 

351 agagatgctg catatcaaaa aataatcaaa 

421 aaacgccatc tgatgattac ctatgattag 

491 ggaaagataa ttttaaataa agaaagaatt 

561 atgatgtata ttttgatgaa cagaaaatcg 

631 attaccattt caaaggttta tcatagctaa 

701 acagaatttg ctattttcat gggacgtgga 

771 tttctacgcc cttacacgga gttaaagaat 

841 aacatcgttt gatgaaatca gaaccgtttt 

911 gctccttatg aagtta.gtaa agcaaaaata 

981 caaacacaaa aaccaaagac ggtggacgtg 

1051 tcctgaaatg gtaaacgtca aacgtggtgg 

1121 actgatggtt ttgttagaga gggttatatc 

1191 aggttaaaaa tagtagattg tttgcttttt 

1261 gacgtgggaa aaggcgaacc caatgttaca 

1331 attgaagaag aatataacga tttaccattc 

1401 atttgcctga agttgacctt gaaaaagtaa 

1471 accaaattta gataatcaaa tgtgtattgg 

1541 gggctattat tccgaaaaaa cgatgattac 

1611 atgatgtcaa attagaacct cctattaaag 

1681 tgtcattgaa attgaatata tagttgattg 

1751 atagctgata attatagaac tgatattgta 

1821 ttagaaatcc aaaagcaata catggattac 

1891 aatatatgga gacaatcctt tgatgcgttg 

1961 aataaagagt atatcaaaaa agatgaagtc 

2031 tatatagagc agacgatata gtagacaaag 

2101 ctaatagagg aggtgagaca tgagtattct 

2171 cttgatttag atatgataga agatctatca 

2241 ttgaatttgt tgcgcgagct gtcgctcaaa 

2311 tgatgtttac tacaagttaa atataaaacc 

2381 atatataaac taatttatga taacgaggtt 

2451 atagctttta cagagaagag tacgctttgt 

2521 ttatcaacgt actttcacaa tgcaagaggt 

2591 gtagaaagtc tattcgaaga ttacgggaaa 

2661 aaataagagg gattttgaaa tctgcctcta 

2731 cacaaataaa ttattcaata cttttaataa 

2801 tatgaggaat tatctaatgg tggtaagaat 

2871 atgcaataaa aaatgttgcg ttgatgattg 

2941 ggaaaaaaac acgcttgtat ttgagaagtt 

3011 aacgcgaaac tcataacaca aagcatgtat 

3081 aagacccact tcaatatgct gaagcaattg 

3151 gcggattatg ttaggtgaag aaccatcaga 

3221 gaaaaagcta acagtggtga aaatgatgaa 

3291 atgaaagcgg agattaaagg cgtcatcgtt 

3361 attcgacttg tcctaaagat gttttaacac 

3431 ctcaaatggt ggtaacctag tagctggtag 

3501 aatgttcgta tcacagcaat agcagcaagt 

3571 tgagtccggt tgctagaatg atgattcaca 

3641 tcatgctgca gaaacattag . aacatgttgg 



taaacttcgc gataatttta aaaattcatg tataaccc 
aatggagatt atagtcgatg aaaatttagt gcttaaag 
atacctagca ataaattaaa agtagttgat ggtttaat 
attacatgtg ggaagacata aaagaaaaag gtgattat 
atatgaaagg gaaagaccag tagccaaact atttaatg 
caattatcgg atttattgcc cgaagagaaa gaagacac 
taataaatac gttgatgaat atataaattt gtggaaac 
gatctcttta attatctaca aaaacatata tattcacg 
aggattgtat caaatttatt gaaaaatggt- attttcca 
tatatttctt atagataaaa atacagatga agctttct 
ggcgggaaaa acggtctaat aagtgctatt agtgattt 
atcacatctc cattgttgct aatagtgaag atcaagca 
aatggataac aaacgaaata agacgggtaa aacgccaa 
ataaaccgtg caactaaatc ggttattcga tataacac 
aggggtgtgt tatttttgat gaaattcatt atttcttt 
attaggtaaa aagaaaaata gaagaacgtt ttatataa 
gatgcaatga agcacaaaat tgcaagtgta ttaagtgg 
attgtaagtt agacgatcca aaagaagttg atgacaga 
taaaccgtta tcagaatacg ctaaaacact gctaagca 
aaccgttcaa ataagcccga attcatgact aagcgaat 
tagcaccatg gaaagaaata ctagcgacta atagagag 
tggtttagac tttgcaaaca ttcgagattt tgcaagtg 
atttggttag gacattcgtt tgtaagacaa gggttttt 
aatgggaaaa aatgggatta ttgaccattg tcgatgat 
gtttttaaag gctagagaaa aatatgggct tgaaaaag 
agacgtgcgt ttgaggatgc tggcataaaa cttgaagt 
ttgcaccacg tatcgataca atgtttgcga aacataac 
gtttactaat aatgttgctg taaaaatcaa gccggatg 
agacgtaaaa cggatggatt catggctttt gttcacgc 
acatgtctaa agcgcttgat gcattaatga gtatagat 
agaaaagata tttaaaacta ggaaagatat aacatata 
caacaagcgt atgtgaaacg tttagcgatt gatagttg 
gtcattttaa agtattggaa ggtaatagaa ttcaaaag 
aaatactgac ttatcaagcg atagtttttg gcaacaag 
ttaatcgtag taagtgacag caaagaatta cttatcgc 
atgatgatat attcaaagat gtaacggtta aagattat 
catatattta aagtacaaca acaataaagt gacacact 
atattcggaa gaatgatagg tgcacaatta aaaaacta 
gcgcatatga cgaaaagaat atagaaaaat tacaagcg 
aaatcaacta gcaatcgcgc ctttgataga aggttttg 
agtaacatgc ctttttctga attgagtgag ctaatgag 
gtatacctcc aggtttgatt tacggagaaa cagctgat 
ctgtttaaca cctttattaa aaaagattca gaacgaat 
ttgaaagata caagaataga aattgtcggt gtgaataa 
acaaacttgt aagttctggt tcatttacaa ggaatgag 
caatcctgaa ttagacgaat acctgattac taaaaact 
aaagaaaaag atgaaaacac tttgaaaggt ggtgatga 
tccaacgaag ataaatgggt ttacgaaatg cttggtat 
aactagaatt tagtgatgaa gatgttgata ttataatt 
tgaaatatat acacatttaa gagctcataa aggcaaag 
gcggcatcgc ttatcgcaat ggctggtgac cacatcga 
atccttcaag tattgcgcaa ggagaagtga aagatcta 
tcaaataatg gctgaggcat atgcggttag agctggta 
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3711 aacaaacaag aacttataga aatgatggct aaggaaacgt ggctaaatgc tgatgaagcc attgaaca 

3781 gttttgcgga tagtaaaatg tttgaaaacg acaatatgca aattgtagca agcgatacac aagtgtta 

3851 gaaagatgta ttaaatcgtg taacagcttt ggtaagtaaa acgccagagg ttaacattga tattgacg 

3921 atagcaaata aagtaattga aaaaataaat atgaaagaaa aggaatcaga aatcgatgtt gcagatag 

3991 aattatcagc aaatggattt tcaagattcc ttttttaata caaaaatagg aggtcataaa atgactat 

4061 atttatcgga aacattcgca aatgcgaaaa acgaatttat taatgcagta aacaacggtg aaccgcaa 

4131 aagacaaaat gaattgtacg gtgacatgat taaccaacta tttgaagaaa ctaaattaca agcaaaag 

4201 gaagctgaaa gagtttctag tttacctaaa tcagcacaaa ctttgagtgc aaaccaaaga aatttctt 

4271 tggatatcaa taagagtgtt ggatataaag aagaaaaact tttaccagaa gaaacaattg atagaatc 

4341 cgaagattta acaacgaatc atccattatt agctgactta ggtattaaaa atgctggttt gcgtttga 

4411 ttcttaaaat ccgaaacttc tggcgtggct gtttggggta aaatctatgg tgaaattaaa ggtcaatt 

4481 atgctgcgtt cagtgaagaa acagcaattc aaaataaatt gacagcgttt gttgttttac caaaagat 

4551 aaatgatttt ggtcctgcgt ggattgaaag atttgttcgt gttcaaatcg aagaagcatt tgcagtgg 

4621 cttgaaactg cgttcttaaa aggtactggt aaagaccaac cgattggctt aaaccgtcaa gtacaaaa " 

4691 gtgtatcggt aactgatggt gcttatccag agaaagaaga acaaggtacg cttacatttg ctaatccg - 

4761 cgctacggtt aatgaattga cgcaagtgtt taaataccac tcaactaacg agaaaggtaa atcagtag 

4831 gttaaaggta atgtaacaat ggttgttaat ccgtccgatg cttttgaggt tcaagcacag tatacaca 

4901 taaatgcaaa tggcgtatat gttactgctt taccatttaa tttgaatgtt attgagtcta cagttcaa 

4971 agcaggtaag gttttaacgt acgttaaagg tctatatgat ggttatttag ctggtggtat taatgttc 

5041 aaatttaaag aaacacttgc gttagatgat atggatttat acactgcaaa acaatttgct tacggcaa 

5111 cgaaagataa taaagttgct gctgtttgga aattagattt aaaaggacat aaaccagctt tagaagat 

5181 cgaagaaaca ctataaaatt ttatgaggtg ataaaatggt gaaatttaaa gttgttagag aatttaaa 

5251 catagagcac aatcaacaca agtacaaagt aggggagttg tatccagctg aagggtataa caatcctc 

5321 gttgaattgt tgacaaatca aatcaaaaat aagtacgaca aagtttatat cgtaccttta gataagct 

5391 caaaacaaga attattagaa ctatgcgaat cattacaaaa aaaagcgtct agttcaatgg ttaaaagt 

54 61 aatcatcgac ttattgaatg gtgaagacaa tgacgattga tgatttgctt gtcaaattta aatcactt 

5531 aaagattgac cataattcag aggatgagta cttaaagcag ttgttaaaaa tgtcgtacga gcgtataa 

5601 aatcagtgcg gagtttttga attagagaat ttaataggtc aagaattgat acttatacgc gctagata 

5671 cttatcaaga tttattagaa cacttcaacg acaattacag acctgaaata atagattttt cgttatct 

5741 aatggaggta tcagaagatg aagaaagtgt ttaagaaacc tagaattaca actaaacgtt taaatacg 

5811 tgttcatttt tataagtata ctgaaaataa tggtccagaa gctggagaaa aagaagaaaa attattat 

5881 agctgttggg cgagtattga tggtgtctgg ttacgtgaat tagaacaagc tatctcaaac ggaacgca 

5951 atgacattaa attgtatatt cgtgatccgc aaggtgatta tttacccagt gaagaacatt atcttgaa 

6021 tgaatcaaga tatttcaaaa atcgtttgaa tataaagcaa gtatcaccag atttggataa taaagact 

6091 attatgattc gcggaggata tagttcatga gtgtgaaagt gacaggtgat aaagcattag aaagagaa 

6161 agaaaaacat tttggcataa aagagatggt aaaagttcaa gataaggcgt taatagctgg tgctaagg 

6231 attgttgaag aaataaaaaa acaactcaaa ccttcagaag actcaggagc actgattagt gagattgg 

6301 gtactgaacc tgaatggata aaggggaaac gtactgttac aattaggtgg cgtgggcctt ttgaacga 

6371 tagaatagta catttaattg aaaatggtca tgttgagaaa aagtcaggaa aatttgtaaa acctaaag 

64 41 atgggtggga ttaatagagc aataagacaa gggcaaaata agtattttga gacgctaaaa agggagtt 

6511 aaaaattgtg attgatattt tgtacaaagt tcatgaagtg attagtcaag acagaattat tagagagc 

6581 gtaaatatca ataatattaa gttcaataaa taccctaatg taaaagatac tgatgtacct tttattgt 

6651 ttgacgatat cgacgaccca atacctacaa cttatactga cggagatgag tgtgcatata gttatatt 

.6721 ccaaatagat gtttttgtta agtacaatga tgaatataat gcgagaatca taagaaataa gatatcta 

6791 cgcattcaaa agttattatg gtctgaacta aaaatgggaa atgtttcaaa tggaaaaccg gaatatat 

6861 aagaatttaa aacatataga agctctcgcg tttacgaggg cattttttat aaggaggaaa attaaatg 

6931 agtaaaacat gcaagtgcgc caaaggcgta tattaacatt actggtttag gtttcgctaa attaacga 

7001 gaaggcgcgg aattaaaata tagtgatatt acaaaaacaa gaggattaca aaaaattggt gttgaaac 

7071 gtggagaact aaaaacagct tatgctgatg gcggtccaat tgaatcaggg aatacagacg gagaaggt 

7141 aatctcatta caaatgcatg cgttccctaa agagattcgc aaaattgttt ttaatgaaga ttatgatg 

7211 gatggcgttt acgaagagaa acaaggtaaa caaaacaatt acgtagctgt atggttcaga caagagcg 

7281 aagacggtac atttagaaca gttttattac ctaaagttat gtttacaaat cctaaaatcg atggagaa 

7351 ggctgagaaa gattgggatt tctcaagtga agaggttgaa ggtgaggcac ttttcccttt agttgata 

7421 aaaaagtcag tacgtaagta tatctttgat tcagctaaca tgacaaatca tgatggagac ggtgaaaa 

7491 gcgaagaggc tttcttaaag aaaattttag gcgaagaata tactggaaac gtgacagagg gtaacgaa 

7561 aactttgtaa caaaaccggc ttcatcggaa actgcggtaa agtcggttaa tataccagat agcattaa 

7631 cacttaaagt tggcgacaca tacgatttaa atgttgtagt agagccatct aatcaaagta agttattg 

7701 atacacaaca gatcaaacga atattgtatc aatcaatagt gatggtcaag ttactgcgga agcacaag 

7771 attgctacgg ttaaagcaac agttggtaat atgagtgaca ctataacaat aaatgtagaa gcataaga 

7841 gggcaacccc tctattttat ttgaaaataa ggagagtatt ataaaatggc aaaattaaaa cgtaacat 

7911 ttcaattagt agaagatcca aaagcaaatg aaattaaatt acaaacgtac ttaacaccac acttcatt 

7981 atttgaaatt gtatacgaag caatggattt aatcgatgat attgaggacg aaaatagcac gatgaagc 

8051 agagaaatcg ctgacagatt gatggatatg gttgtaaaaa tttacgataa ccaattcaca gttaaaga 

8121 taaaagaacg tatgcatgca cctgatggaa tgaatgcact tcgtgaacaa gtgattttca ttactcaa 
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ga^gaaacta gaaattttat 
aaatatggat actctcatga 
tttcattatg tgctttccat 
ttgatgcatt ttaaccttaa 
atgggagaaa gaataaaagg 
cagaaatcaa acgaaacttt 
cgaaaaatca actgatagtt 
aacgttgatg atttagccaa 
aaaagttacg acaagaatat 
atcagccgaa tttgaagagt 
aaaaccagta aagtttttga 
gtaaaggttt gatgattggt 
agaagttgat aaaggtttag 
cagaactcat ttaaagatgt 
aagttaatac aaggttaggt 
tcatataaca ggttctgacg 
gaagcaagtg aatatcaaag 
atacattagc tgatagtatt 
aattgcttta ttctctcaat 
gctatatcaa attggggtaa 
aaaagacgcc ggatatagct 
tttagcagac gctattaaag 
ggcacagtaa accaaacatt 
taaaattagt aggtgctgat 
caaaaagcta tctatagcgg 
ttcagtggta ttgctgctgc 
atgcagtaac tgtattagct 
gactaaagta cctatattag 
ttggctggtt tagcagtcgc 
gtgcaattga aagtgttaaa 
taaaaacatc tttaaacaag 
ggattcttta atgaaaacgg 
tatttgaatt tattttaaat 
ttggccggcg gttaaagcct 
aatatcatac ttggcttgat 
ccgttgtgat gattcttaaa 
aatacttggt gttgttaggt 
agaagtatat tcagtaaatc 
atagcgtaaa atcaattttc 
tacaatagga aaagcgcagt 
aaagaaattt ttagtaattt 
gaattgcaag ccgtttatgg 
tatagataag attaaaagtc 
gacggtttaa actgggtcgg 
acacacatac tactacaaga 
taagggacgc ggaaatggtc 
atcacaccta atacagatac 
attcaatgtt aaacggaacg 
atcatcggca tttaactgga 
gatgttttag attttatgga 
tcaattcttt aactaaaggt 
aagtgctact gattggataa 
gaccctgaca aaattaatta 
atgaaggtgt cgattttcca 
gccatttatg tctggtggtt 
catttgaaaa actttagcaa 
ctggtaatac cggatttagt 
ccctgaacca tatttaagga 
ggaagtggcg caacttatgc 
gtaaatggat tcatgaccaa 
taactgggat ataaatgctc 
agagcaaacg ctaaacgtgg 
acattgttag acgatatggt 
agtttttgat ggttggtata 




ccagaacatg aaataaagcc 
tggacttaat tgaaaatggt 
atatcaaaat aaaaataatg 
ccgtttggtt agggttattt 
tttatctata ggtttggatt 
aaaactttaa attctgactt 
acaaacaaag gattaaagaa 
gcaatatgac aaggtatctc 
aacaaacaag caaatgagct 
tcaaaaaagc tcaagttgaa 
aagtatggga cctaaattaa 
gtaactgcac ctgttttagg 
atactgttac tcaagcaaca 
ttatggcaat tttccagcag 
tttacaggta aagaacttga 
gtgtgcaagc cgtacagtta 
tgttttggat atggtagcaa 
actaaatacg gcgctccaat 
gggaaaagtc aggcgttaat 
agctggtaaa aacccaagag 
agcgcaacaa gtttagcgat 
gtggtcgctt tagttatcaa 
taaagattct gaaagtggct 
gtatgggctt ctattgaaag 
ttgattggtt ttccaattta 
aattggtcct gtagtttttg 
ccattgttag ctagtattgc 
gaactgtctt cacagcttta 
atttacaatt gcttataaga 
caaacattta gtaattttat 
cgatatcagc aatagttgat 
aatttccatt gttcaagcac 
tttgtaatta aaccaattat 
tgattgtcag tacttgggag 
taagttcttc tcaagtttat 
ggagcagttc aattaatttg 
actttggcgg gttgctaaaa 
tttatcagca atttggaatg 
acaaatatga aaaattggtt 
cattatttag tggcgtcaaa 
aagaaattgg atgtcaaata 
agtaaggtac gtggaatttt 
atatcggcgg tatggtaagc 
tggtaagttg ggaatggata 
ttagttaaga acggtaagat 
caaatggttt tagaaatgaa 
taccgcttat ttacctaaag 
cttccaagat ttagtttagg 
caaaagataa aataggtaaa 
aaatccaggc aaacttttaa 
atgggaattg caggcgacat 
aagaaaattt agaagctatg 
tcattatgga cgtaccgcag 
tttgtatatc aagaagttag 
atggtaatta tgtaaaaatt 
atcaccacct agtggcacga 
acaggaccac atttacattt 
atgctaagaa aaaaggaaga 
cagtcgagta atccgacaag 
atgatgcgcg ttgcaaaacg 
aaagaggaga cccatcaaga 
atatactaac tttaataatc 
tggggtggtt ttaaacgtgc 
acttaggtga agacggtcat 



tgaagattta acatataa 
aaagacgcta acgaagtt 
acatttctga agaaaaag 
ttttgaactt ttttagaa 
tagatgcagc aaatttaa 
aaaattaaca ggcaacaa 
cttgatggaa ctatcaca 
aagaacaggg cgaaaaca 
gaattattta gaaagaga 
gctcaaagaa tggcagaa 
caaaaatggg tgatggtt 
tattgcagca gcatcagg 
ggcgcaacag gcagtgaa 
atgctgaaac tgttggtg 
aaatgccaca gagtcatt 
attacccgtg caatgggc 
aagcggcgca agctagtg 
gagagctatg ggctttga 
actgaaatag cattcagt 
aagaatttaa gaagacat 
tgaagcattt ggtgcaaa 
gaatttttaa aaactatt 
ccgaaagatt taaagtag 
tgcgtttgct cecgtaat 
agtgatggtt ctaaaaga 
ggttaggtgc atttataa 
aaaggctggt ggattgat 
actggtccaa ttggcatt 
aatctgaaac atttagaa 
tcaatttatt caaccttt 
ttcgcaaaag atatttgg 
ttcaaaatat atgcaact 
gttcgcgatt tggcaagt 
aacataaaag gtgtaata 
tcgttggtga ttggcgag 
gaatttagtt caattatg 
ggattgatag caggaatt 
caacaaaaag -tatttttg 
atctaatact tggagcag 
tcaaaattta ctaattta 
tttggaattc cattaaag 
cacaaatatg cgcgatgg 
gctattaaaa aaggactt 
aaatacctaa gttacaca 
tgcacgtgac acattcgc 
atgattgaat tccctaac 
gctcaaaagt atacaacg 
tactatgtgg aaagatat 
ggtaccaaat ggcttggc 
attatatact- tgaagctt 
aacaaaagct gcatggtc 
ggcggtggcg atttagtc 
cttataccgc tgcaactg 
aacgccgatg ggtggcag 
actagtggcg ttatcgat 
tggtaaagcc cggtgatg 
tgaaatgagg agaaatgg 
ttatcaatag gtggtggc 
cgcaaagtat tttaggtg 
tgaaagtaac taccagtc 
ggattattcc aaatcatc 
cagtacatca aggtatct 
tggtgattac gcatatgc 
ccagaatgga ttattcca 
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12671 
12741 
12811 
12881 
12951 
13021 
13091 
13161 
13231 
13301 
13371 
13441 
13511 
13581 
13651 
13721 
13791 
13861 
13931 
14001 
14071 
14141 
14211 
14281 
14351 
14421 
14491 
14561 
14631 
14701 
14771 
14841 
14911 
14981 
15051 
15121 
15191 
15261 
15331 
15401 
15471 
15541 
15611 
15681 
15751 
15821 
15891 
15961 
16031 
16101 
16171 
16241 
16311 
16381 
16451 
16521 
16591 
16661 
16731 
16801 
16871 
16941 
17011 
17081 



agatccagct 

gcgagtaaaa 

aaatgattga 

agataaagat 

cgagaaaggc 

taaagtgaac 

gttttaaaaa 

gttttgatat 

cttgaatgaa 

tactggaacg 

tcaaagtagt 

agtttcagtt 

agttacttta 

ttaaggatta 

tgaagatatt 

ggatataaag 

aagegatgae 

agcacaacat 

agaaaaatag 

agaataaacc 

attttctatt 

gagaaagagt 

agtataaegg 

gaaaggegea 

gtcatcaatg 

acagtgaatt 

gaaaggagat 

gacccttcct 

tatcatcaga 

gcgtgaattt 

tatcttgetg 

cattgaaaga 

tacgtcatgg 

ttagattttt 

gcttattcaa 

agaaatcaaa 

acagatgacg 

cagatgatca 

ggcagttatg 

ggcgatacag 

aagaatataa 

attacgagaa 

aacactatag 

caccgccaga 

tagatattgg 

gagaaagege 

cagaagctac 

tttagacget 

acgattggtc 

cagatgtaga 

aaaatataaa 

gteggagaac 

actatgtaaa 

tgagagaacg 

gaacaaaaac 

aacaagcaaa 

ggaatcgcaa 

aaacttgaag 

cagacaacaa 

acaaaatggt 

aatatattaa 

ctcaagcttt 

agaaataaac 

ttatcaagag 



cgrsgaaatg 
ataagegtec 
acaacagcaa 
tatcagcega 
aagaatcaac 
aacaaaacaa 
cagaaaatgt 
acctttggtg 
ttagtaaagt 
cttatttcga 
actaacagac 
gtaaatagtg 
tgattactaa 
catgcctcct 
ccaagtaatg 
caactaattt 
agattttcaa 
atttatgata 
gacatattgt 
gataatgtat 
aaaacttgga 
ggatagatgg 
ttataagtgg 
agg'gatgtca 
aggaaccaat 
aatcatacaa 
gagagtgtga 
tagttagagc 
aagagctgaa 
attattaact 
atataacaac 
tgtgttgagc 
acttcttatc 
atattgagct 
aggtaaagaa 
acagcattaa 
aagcgcaaag 
aaatatgaat 
tcatatgaga 
tcagagtaaa 
cataatttca 
gagtttaaca 
ttaaagatgt 
aaatccagtc 
aatggtcgat 
tattcagtga 
agaattactg 
gtgattgatg 
ggttggtaga 
agatgtcaaa 
gaagcgttgg 
ctaatgttgt 
aacateggae 
actttaaaag 
aatatactga 
teaagaageg 
gcgtatgctg 
aggcaaaaca 
ggtcaaagaa 
aaggaaatca 
acgagattgt 
gaatgtgggg 
cttcttatcc 
agggtcttga 



atgcaatgaa 

tagecaatta 

caacaaatag 

ttattgacga 

aaaagtaaag 

ttccttggtt 

agatggacgt 

gtacgtaatg 

tttttaacta 

aggaccaata 

ccttacaaat 

ggactgctga 

aaatgatgaa 

gtttatcata 

acttaggtgg 

tectgatgea 

attacctata 

gtgatggtaa 

tgttacgttg 

aacttggaca 

aatttgatca 

cggtaagttt 

atggagatga 

ttatacaaaa 

gttgagegag 

cctgaaaacg 

tacatgtttt 

gattcataaa 

aagttccgtg 

gggttcaaga 

agctaaaccg 

gatacaggtt 

aaactagata 

tagctctaat 

attgaatatg 

ttgctgtggg 

tcaattcaac 

gaaacacgat 

ttacttctac 

acatagagat 

gaaaatagca 

agegattgaa 

tgtagatggt 

aatgatatgc 

ggattgaagc 

attaaacaat 

aatagcgagt 

tttataatca 

tacacaagct 

ategecattt 

aaataatagc 

taaatcagct 

tataaaacag 

gtgaaatcaa 

tgaccagtta 

caagaagctt 

atggtaaaat 

aaacgcagaa 

agcacagatg 

aattaagaac 

tcaaaatgtt 

ccacgtggta 

aaaatatgcg 

tatcaatgtt 



gattttgeat 
tcagacttaa 
ctttattact 
ataegctttt 
tttagaaaag 
gtatgtcgaa 
teggggtcta 
actatttatc 
cgaggaacaa 
aagctgeaca 
attcagtaac 
cactccttta 
gattatttta 
gtgagtttcg 
taaggtegge 
aaaggttggg 
aatgtattgt 
gttacttget 
tataaccaaa 
gaatcgttgt 
cattaaagac 
tatcagegtc 
atgggttagg 
aggtgattta 
aaatcgtttg 
tctttgatac 
agattttaac 
cgtaatgtta 
aacgacatcg 
tacgatggac 
tatgeaccag 
gggaagtttc 
tgaagtttta 
acegtcaaag 
gtaaagattt 
acctgaaaat 
ctacctatgc 
taagttcttt 
tgatttggaa 
tttaacccgc 
catatacatt 
cataatacat 
gaattagaat 
tttggtatga 
aacaccaaat 
atttttatta 
acttagtaga 
aattaaaaat 
ttatttcttg 
cagatagatt 
aacaaaattt 
attgaagcag 
acaaagaegg 
agataaagtt 
agtgatttgt 
taaaatcata 
ttcggaagaa 
ctaaaggcta 
cacagaggaa 
tactaaagaa 
acagatggaa 
ttagattaaa 
agataaagta 
aatagaattg 



tatgeagcag 
acgggtttga 
gaaaatagca 
gataaaaagg 
gaggaattgc 
agagggtttg 
tatataaagg 
tcacaacggc 
gttaaattac 
aagaatttac 
aggaaataaa 
attgttgaag 
tggttggtga 
tgatttcaaa 
ggtgactttg 
ttggtgctgg 
tgaacaaaaa 
tctattggtt 
aaggagaccc 
ttatatgegg 
ccagatagac 
cagcttctat 
ttcattcaat 
gtaaaaatag 
gaagtaatta 
gacggttaaa 
gacaagatta 
atgacaattc 
tgttattata 
ggctacacag 
gcaaatttga 
tgaacaaacc 
aagcaattat 
gtagatatgt 
agtcgggtta 
gacaaaggga 
gctatatttg 
agecaaaaca 
gttaegtate 
cattgtatgt 
cggtcaacct 
caaaagttaa 
actttgaacg 
tacaagtaac 
gatgttgaaa 
atttatctat 
taatgatttg 
aatttagaat 
agtatagaaa 
taaattatta 
ggtttaacgg 
ctagagaatc 
tattgttgaa 
acgttaaacg 
ccaataatcc 
cattgatget 
gagcaacgeg 
gaaacgctga 
aacattgact 
gagtttaatg 
caacaatcag 
tgctgataaa 
gataaaaccg 
gaattaaagg 



cagaagtaag 

tgatcctagc 

caatctaacg 

tgaacgcgtc 

tattcaatga 

aaataccctc 

gegtaggett 

attaaaacac 

aattcaaatc 

aatacctgtt 

aatactgega 

cccgagcaat 

tgatgaggta 

ggttggacta 

tgatatccaa 

cacgaaacga 

ggtaaaggtg 

atgaaaataa 

caaaaagata 

ctcagaagag 

gtaaacctat 

catagctgtc 

aeggagatte 

atatgeaage 

tttcaatgtt 

tggcaagata 

tagatttcct 

agaaatgett 

agggattcaa 

agatagaatg 

gaaaaagaca 

gaatacgatg 

gtacaaccta 

agtactcaaa 

actaggaaga 

agegtttaga 

ggggatatat 

gagttaaata 

cgcacgagat 

agaggcagaa 

aaagagttca 

acgataatat 

caaaatacac 

cctgatgttg 

aattaggtgg 

acaacacgct 

aaageggact 

ctatgacacc 

gaaattacaa 

cagtcacaat- 

tgaatgaaga 

cacaaaagaa 

cgtttagata 

aatatcgaaa 

tgagattaaa 

caagatgatc 

ctatacaaga 

aaagaaagct 

cgctatggtt 

caaccaatcg 

atatgatgat 

attgatatta 

atattgtcaa 

cggtgacaat 



agggaaaa 
ttattatt 
atgtgatt 
tatagaaa 
tagacact 
ttttaatt 
gaatctta 
atgatgac 
taaagatt 
aagttcac 
tttcagac 
taaaccat 
accaaaga 
agatgatt 
tcttggcg 
gggctccc 
ceggaaga 
atatcatg 
tacgacta 
taggtaat 
tgatatgg 
tatagtgc 
taccgaaa 
aaaaagtg 
gattctgg 
gatattta 
ttctactg 
gaactget 
acaaacaa 
tatagegt 
acttcaga 
gettaegt 
taaaatgg 
aagaaaaa 
ttgatatg 
gctagttg 
gaaccaca 
aacgtaag 
tatatcaa 
■gttattgc 
aagaatca 
tagcaata 
aaaagtga 
ctgtcttg 
tataacaa 
agtctttt 
tacaagca 
cgaaactg 
gatgttta 
acactgat 
tttgcagt 
caattacg 
ctgctgaa 
eggattgg 
gcaagtat 
ttaaagag 
tgctcaag 
aatgetta 
ctcaaatt 
tacacttt 
aacggagt 
aeggtaat 
cagtctta 
aacagata 
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17151 ttcaaataca gaatgattct attgaactag 

17221 agacgatatt tttacgegae tgaaagaegg 

17291 tatatgtcac attttggtat ttcgacttat 

17361 ttcaatggtg ggataaaact tacagtgata 

174 31 cgttgcacta aegtcagata ataategggt 

17501 caggcaccgg tgtatttata tccaaacaca 

17571 etaatgeaga taatgettat tcgagtgacg 

17641 tgegggtate aggttttcta aagaaagaaa 

17711 ggtggagata caacaatcga agcagggtat 

17781 atattcatat acagagtaca gacctactgt 

17851 ctcaatttat agaegtaett attcggccgc 

17921 tcgacatcag cgegtaaata caagttatct 

17991 attcaaaagc tattcttaac ttacctatta 

18061 agagctgaga gaagatagaa aattatcgga 

18131 gaagaggtgg agaatttagg attaaaagag 

18201 egtatgateg tctatggatt catcttatcc 

18271 ggagtcaaag aatgeaggat aacaaacaag 

18341 acaggaaatt atgaggttaa cacaagaaaa 

18411 caacaatgtg ctgaggaaga gtaatcctta 

18481 atggcaaaag aaattatcaa caatacagaa 

18551 gtgtagtata tcaagatttc acaggaagtt 

18621 atctgaagaa aacgetaaga aaattgcgga 

18691 cgtgtgaaag tagttaaaga agtagttgaa 

18761 cagtatgaaa agctatgagt tagatactca 

18831 gtggttcaaa aaacacgaac atgaatggcg 

18901 acactcaacg aaattaaatt aggtcaaaaa 

18971 atgetattea aaaagaaaga gaaatagatg 

19041 gaaaatgtgg gtgcttggtt tagttgggac 

19111 atgggcatat aagagaggtg attaccatgt 

19181 gtttggtaag tgtaagtaat agttaagagt 

19251 caaacaaatg gatgeaaaag taataacaag 

19321 gcgaacaaag gtattagece aattccagta 

19391 ctttatatac aacgtataaa gacaatccaa 

19461 atataaagct gaaaataagt atagaaaagc 

19531 aatatgaacg acacaaatga tttagggtag 

19601 atggtttgac aattcattag ggaaacaatt 

19671 gecaatatgt tctttatgtt agegacagge 

19741 ataataaagc aaagattgaa aaatatggtc 

19811 ggatattgtc gttttcccgt caaagtatgg 

19881 ttaaatactt tcacatcatt tggtcaaaac 

19951 gttggggtcc tgaaactgtg acaagacatg 

20021 cttccctaac aacttaagcg ttggcaataa 

20091 gcagtaatta aacctaaaaa aattatgett 

20161 aeggaacaaa egaacgegat tttatacgta 

20231 aggacatgaa gttgeattat acggtggctc 

20301 gttaatgtag gcaataaaaa agattatggc 

20371 aaatacattt agaegcagea ggagaaagcg 

20441 agatactatt gataaaagta tacaagatgt 

20511 cgtaatgatt tactaaatgt taatgtatca 

20581 ttattactaa taaaaatgat atggattgga 

20651 tgegattcat ggtaagecta taggtggttt 

20721 aatccaccag tgecagcagg ttatacactc 

20791 acacagtagc taatgttaaa ggtaataatg 

20861 attacccaac aacacaacaa ttacgtatga 

20931 attgetaata gtggacaacg tegttatata 

21001 gttttggtaa gtttagcacg atttagtatt 

21071 cttacagtta ttaaataact atttggatgg 

21141 atttaaatgt agataacagg caggtacttc 

21211 ctagtttttt gttatgatgt gttacacatg 

21281 cactggatgt tttttcttgc gatagagagc 

21351 cattcccgta taacagttta eggggtgett 

21421 tagcegggea gaggecatgt atctgactgt 

21491 atatatctta acaacataga aatgttacat 

21561 cccctacaac caacaaaaicc acagatccta 




gtggtattgt geaaegtact tggagaggga aacgttca 
tcacctaaga tttagaaata acaccgctgg eggttcac 
attgatggtg aaggtgaaga cggtggttca tctggtac 
gtggcatgaa tggtataaca atcaattcct atggtggt 
tgttctggag tettacgett catcgaatat caaaagca 
gacaaagtgc ctggattaaa ccgatttgea ttcacget 
gttatattat gtttggttct gatgagaact atgattac 
taaaggtctt gttcaaattg ttaatggacg atatgeaa 
ggcaaattta atatgetgaa aegaegtgat ggtaatag 
ctgtaggttc agatgatgea ggagatagga tagcttct 
agctaatttg catattactt ctgctggcac aattgggc 
atcgaaaatc aatataacga tagagatgaa caactgga 
gaacgtggtt tgataaagct gagtctgaaa ttttagct 
agacacctat aaacttgata gataegtagg tttgattg 
tttgtcacgt atgatgacaa aggagaaatt gaaggtat 
ctgttatcaa agaacaacaa ctaagaatca agaaattg 
gattacaagc taatcctgaa tatacaattc attattta 
cgcgatgtta aaagegtata tacaagaaaa taaagaaa 
gcactatttt tatacaaaaa tttaaggagg tcatttaa 
aggtttattt tagtacaaat cgacaaagaa ggtacaga 
ttacaacttc tgaaatggtt aaccatgctc aagatttt 
gacgttaaat ttgttatatc aattaactaa caaaaaac 
agatcagatt tatctccaga ggtaacagtt aacactga 
tagtctttat tcttttagaa agcgggtgta ctgaattg 
catcagaagg ttagaagaga atgataaaac aatgetea 
acccaagagc aagttaacat taaattagat aaaacctt 
aaaagaataa gaaagaaaat gataagaaca tacgtgat 
aatatttggg tegctaatta tagcattatt gcgtatgc 
teggattaaa ttttggagct tcgctgtgga cgtgtttc 
cagtgetteg gcactggctt tttattttgg ataaaagg 
atacategta ttgatcttag cattagtaaa tcaattct 
gacgatgaaa ctatatcatc aataatactt actgtagt 
catctcaaga aggtaaatgg gcaaatcaaa aattaaag 
aacagggcaa gegecaatta aagaagtaat gacaccta 
gtggttgata tatgttaatg acaaaaaatc aagcagaa 
caacccagat ggttggtatg gatttcagtg ttatgatt 
gaaaggctgc aaggtttata tgcttataat atecegtt 
aaataattaa aaactatgac agctttttac cgcaaaa'g 
tggeggaget ggacacgttg aaattgttga gagegcaa 
tggaacggta aaggttggac taatggcgtt gcgcaacc 
ttcattatta tgacaatcca atgtatttta ttaggtta 
agctaaaggt attattaagc aagegactae aaaaaaag 
gtagccggtc atggttataa cgatcctgga gcagtagg 
aatatataac gectaatate gctaagtatt taagacat 
aagtcaatca caagatatgt atcaagatac tgcatacg 
ttatattggg ttaaatcaca ggggtatgac attgttct 
caagtggtgg gcatgttatt atctcaagtc aattcaat 
tattaaaaat aacttaggac aaataagagg tgtgacac 
gcagaaataa atataaatta tegtttatet gaattagg 
ttaagaaaaa ctatgacttg tattctaaat taatagee 
ggtagctggt aatgttaaaa catcagctaa aaacaaaa 
gataagaata atgtccctta taaaaaagaa caaggcaa 
taagagaegg ttattcaact aattcaagaa ttacaggg 
eggtgeatat tgtattaatg gttatagatg gattactt 
gcgacaggag aggtagacaa ggcaggtaat agaataag 
tacttagaat aaaaattttg ctacattaat tataggga 
atgttaatat tcctatacac tttttaacat ttctctca 
ggtacttgee tattttttta tgttatagct agectteg 
catcaactat ttacatctat ecttgttcac ccaagcat 
atagttttca tactactccc cgtagtatat atgacttt 
ttatgttata attgetttta tatagtagga gtgaacta 
tggtcccaca ggagacatct tccttgtcat cactcgat 
tegctataac cgtatcttaa tegataeggt tatattta 
ttaatttagg attgtggtta ttttttgcgt ttttttgg 
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21631 

21701 

21771 

21841 

21911 

21981 

22051 

22121 

22191 

22261 

22331 

22401 

22471 

22541 

22611 

22681 

22751 

22821 

22891 

22961 

23031 

23101 

23171 

23241 

23311 

23381 

23451 

23521 

23591 

23661 

23731 

23801 

23871 

23941 

24011 

24081 

24151 

24221 

24291 

24361 

24431 

24501 

24571 

24641 

24711 

24781 

24851 

24921 

24991 

25061 

25131 

25201 

25271 

25341 

25411 

25481 

25551 

25621 

25691 

25761 

25831 

25901 

25971 

26041 



caaaaaaagg 

aaccttgata 

gtgggattaa 

aaaaaagggc 

tccattttct 

taattgcttt 

aactttttta 

ggatttcctt 

tattttctaa 

tgcggtctta 

gcgatcgttt 

ttaaagcttg 

tataaaatcg 

atatcttcta 

aaaatttaac 

tacgtttgat 

gaactgttct 

tttttatatg 

cttgttgttt 

ttcttattca 

tatacttcgt 

aaaaaataat 

cgccacttat 

gataaacctt 

atttatcagt 

atgcgaaact 

tatcaattgc 

atcagatata 

aaaacttctt 

cccatttcaa 

tatatcctcc 

acgtttatac 

tttcaccttc 

agtttttaat 

tcaccaccat 

taacttatcg 

ttaggtaact 

ttttgcaatt 

gcatgattaa 

cttaaagtta 

acgttattaa 

atacttcgga 

ccatctaata 

cttgttttaa 

gtcttcttta 

gcaccacatg 

catctaattg 

attgattttt 

cccataagcc 

accttccatt 

cgacttttct 

ttttgcattg 

acttttttaa 

cttaggaggt 

gtgtactcga 

acaacaaagt 

tgttcacaaa 

tgcaagaacg 

ttgaagctta 

gaacaacgaa 

atcaaagagt 

ctgatttaac 

ccacattgag 

gcgataaccg 



g^a^t 



gca^jattatt 
caacagtgtt 
cttgtgttaa 
agaaaaaggg 
ctgttacatg 
taacgatata 
tttatattta 
ggcaagttgt 
cattattttt 
gtagtatctt 
tatttttgag 
aacttctaca 
cgtatctgta 
tcgtcttact 
ggcgtattta 
aatttgttaa 
ttttgatgtt 
atattcaagc 
agtttttctt 
agacaacact 
ttcattgttc 
aagggtaggc 
aattataaga 
taatatatta 
aacataatat 
tactaatcgg 
tgatactatg 
aattcaataa 
ttaatatagc 
atcaaaattc 
gtattagaat 
cgaaatctac 
aaatctcttg 
ttattaatgc 
tcaacgtcta 
ccatctattt 
cataagtgaa 
agttattttc 
tactttaatt 
agattgcttt 
tcacaataca 
tttagagata 
caacgagtgc 
cataggttcc 
aaaaatactt 
caatatacga 
ctcatttgca 
gacattatcg 
acgcttcacc 
aacatactgg 
agaatatcta 
gtaatgcctc 
ctttttgtgt 
gattatttga 
cacaatttaa 
accatggaaa 
tattttttta 
agaaaaggtt 
cgacaaaacg 
gacgcattcg 
tccaaaaagt 
agagtggcgg 
cagatgtgag 
tctgctgaat 



tgaaaaaggg 

tttggacgct 

aaagccttta 

cagatacctt 

tgtatacacc 

ttcatttccg 

atgattctgc 

gaatataaac 

ttcaatacat 

tgtgaccaaa 

gtcaacatct 

gccccagcaa 

ttacctgttc 

cttctttggt 

atagcttctt 

taaatgtttg 

tttgattctt 

cattcatcta 

ttattttttc 

tacacgtttc 

ttatttttaa 

gggctaccca 

ttacatggtt 

aaattatatc 

ccgaagaatc 

ctggaaagaa 

ttattaatgt 

aataatcttt 

tgaattattt 

atctttaaat 

catttttatt 

aaaaactatt 

agtaaatagt 

gtttttctat 

cacttgtagg 

tttgtgaaat 

tggttgatta 

attataaact 

ctttaatcca 

tttcatgtca 

actttgccca 

ccaaattaat 

aattgtacca 

attgaatcac 

cttcatgcaa 

tactagttta 

tagttaagta 

tttcatcttg 

gacatttaaa 

gataagtgac 

cttgacgcaa 

cttgaaattc 

tgacattgtt 

atactaatac 

ctttgctata 

acaacagaca 

aacagaaagt 

aataaaagta 

cttaaagaaa 

ctggtttgga 

agtgaaagcg 

aaagtgaatc 

cgagagctgg 

gtgggtgttg 



caaacgcttg 

cgtgtacgtt 

atatcagttg 

ttagtacaca 

tttatagtcg 

ccaataaact 

agctgaggac 

cctctatcaa 

ttgctatcct 

tccagcatta 

ttaacttgga 

ctaaaatacg 

catctctaaa 

agtgtgacgc 

tcatatgtcc 

catgtacttt 

gttttcaaat 

ataacgcgtg 

ttctaaacga 

catttatctg 

atttttcaaa 

tgaaaattgt 

aattaccaaa 

atcttatatc 

tattactgga 

tttatgcaag 

ttctgtcaat 

agtgatgaat 

tgcgcgctaa 

actttttgtt 

catcactatt 

tctccttgtt 

gaatatctga 

attatgcgtc 

cgttttttga 

aaattccaag 

ccactagtta 

ccttttaaac 

catatattta 

atttctcctt 

ttactttaat 

atagtcttcg 

tctttaatag 

cattaactaa 

tatgtcatca 

gactctttat 

cgttttcttg 

acgttcttcg 

gttttagata 

tttttgacat 

gttcctatct 

attatatagg 

caaaattggg 

aacttttgat 

gctttaggtg 

ttattaaagc 

tcaaatgttt 

acacatcttc 

taaagtacac 

aatggtagag 

ttagacaagc 

agtaacattc 

cgatgatatg 

aggaaaaagg 



tggaaaagct 

agagaatgac 

ttacaaagga 

agtttttcta 

ttttttcatc 

tatgtgtgta 

aatcgtttgt 

catagcttgg 

tgaattgatg 

catttgattc 

gagctaataa 

agctctatac 

tagttataca 

tatttaatat 

aagttgacgc 

gtatcaattt 

tatcaagcgt 

aaaagtcaaa 

aacattgcct 

tatacggatc 

ccacatttta 

ataaaaaaag 

aatggtaacg 

agggatctgc 

tttttaattt 

cgtaactatt 

tttatttaat 

tctgtgttgt 

ttaaatttaa 

ttctttagag 

gcaaagtgtg 

taaactttgg 

atctaacttt 

atcatttctc 

ttagtaaaat 

tatttacgcg 

aaacttcata 

actgctgaaa 

aaagtgaggt 

tgtttatatt 

atcactaaac 

catatatcta 

aatcttcttt 

aatacaaaaa 

tataattctt 

attcatctat 

gcggggaggt 

tcaggaactc 

ataagaataa 

tttaatattc 

ttcataattt 

aagggaaata 

gttatagtta 

ttttcgttat 

tatcagaaag 

ttgtaagtta 

gaacttaata 

aaatgaagca 

tcgagacctt 

gatgaaatta 

ttaacggtgt 

acttcttaat 

agccgcgttt 

aggatactca 



aaaaggttaa 

cggtttacca 

tttgtagcgt 

atttttgctc 

tgtatgtcct 

tgccttagtg 

ttatcctact 

ttcccattgt 

gcgatttttc 

tgtgaatagt 

ctcacctatg 

tgcatgttat 

ttttcgcttc 

gtgttcgttt 

tttacctgat 

tgtttaaaag 

cgttacttta 

gtttttaatt 

ctttttgcga 

tttgtatttc 

catccctcct 

acgcctgtat 

aatatatacg 

aatatattat 

tttggggtaa 

accttttaat 

ttattttcaa 

ttttttggta 

aaacaatctt 

gataagggaa 

aattagaaaa 

ataaaaacct 

ttaaattttg 

ctttattctc 

cataatgaat 

cattatgtga 

tactatagtt 

tagacgtctt 

agtaggtaat 

tatattaaag 

gaagcgactt 

cacgcttgat 

cttaataaaa 

tcagcatttg 

ctcctatgcc 

agaagtgact 

gtgagttgag 

gataagaatc 

tttatgttgg 

aattcttttt 

gttttaatct 

aaaatcaata 

ttatagttca 

tgaacggtaa 

aactttgtct 

ttgggaatac 

agtaaaggag 

tcaaaacctt 

tacaacaaac 

ctaaaaagct 

tgaaagcgat 

ataaccacgc 

aaatacattc 

aatgcaagca 



aaatgaca 

tcatacaa 

ctttaaaa 

taactctc 

actctttt 

tgtgagta 

gccttgca 

tgcatctt 

ttcttgaa 

gccattaa 

cgcatacc 

tatcgttc 

ttcttttt 

ggataatt 

ttgcagaa 

taaatttt 

aagccaga 

cgcttgac 

ttgctttg 

tcgtagta 

caaaatcg 

aaaataca 

tgttttaa 

tattaatt 

aacttttc 

ttttttac 

tttctaaa 

ttttttat 

aaataata 

taacattt 

ttctttat 

ttatggtt 

gatttcca 

gctcacac 

cttctttg 

cgataaat 

tctttttt 

tttcaaat 

aaatataa 

cgctaaat 

tgatatca 

aagactta 

gcgtatgt 

atggcgtt 

agcaccag 

ttattctg 

aaaatatg 

tacatcat 

tctggaga 

gaaagggt 

ttcagaag 

caaaagtt 

aatgtttg 

gatagtcg 

ttgaagtt 

ctataaaa 

gcataaca 

ttaggaca 

acctaagc 

acgaagtg 

aacaaagt 

ttatcaac 

gatagtca 

ttacaaac 
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26111 
26181 
26251 
26321 
26391 
26461 
26531 
26601 
26671 
26741 
26811 
26881 
26951 
27021 
27091 
27161 
27231 
27301 
27371 
27441 
27511 
27581 
27651 
27721 
27791 
27861 
27931 
28001 
28071 
28141 
28211 
28281 
28351 
28421 
28491 
28561 
28631 
28701 
28771 
28841 
28911 
28981 
29051 
29121 
29191 
29261 
29331 
29401 
29471 
29541 
29611 
29681 
29751 
29821 
29891 
29961 
30031 
30101 
30171 
30241 
30311 
30381 
30451 
30521 



ttaattttaa 
tgctgagatt 
acgcaccaat 
taatcttcga 
ggtaacatca 
acattaaaag 
ttttacaaca 
ttcaatactt 
ttcaaatggt 
agagtatgga 
ateaegtaca 
acatcttaaa 
aaagaagtta 
tcaataatga 
gaggaagctc 
tatgtacaag 
acttgagtga 
ctatgaaaag 
aatttagaat 
aagaaacaac 
taaggatttg 
aaaaaatgtt 
aaatccgaaa 
gttgataaca 
gagaaatgtt 
attagaagtt 
gattacacag 
tcacactaga 
tttcatccaa 
aacacaatca 
ctactactaa 
geaaegcaga 
atgcctacac 
gtcacacatc 
aggagaaaaa 
acaatggcag 
gggcgttgag 
tgctcgtcgc 
tagaaatgee 
aaagttatac 
ttgaaatatt 
tgattaatat 
atgagcaaca 
cgtttctata 
agaatgettt 
aaaattcatg 
cgcaaaaata 
tacaagttaa 
ggcatcagac 
attaacttag 
atatgecaat 
tagagctagg 
acagtgacag 
gtaagcatac 
cagtataegg 
cattaacgaa 
gtttatgttg 
tagttattga 
accaacgttt 
caagaagaat 
gtagcactat 
tgatgtgtta 
aacgetgaac 
aatttgcaaa 



agaTJctacca 
ttaggatatg 
ttagtgcatc 
tgcttctaaa 
gatgtcctac 
atccagacta 
gcaagtagaa 
gttggagaac 
taagaaataa 
tctaaaaatc 
ccaaaagtaa 
aggaggaaca 
gagaggctat 
cgatttagaa 
aatcatccga 
atgttcatga 
aagtgaatac 
agagtttcag 
tgcgaaagaa 
aaccctgaac 
ccctgcctcc 
tcgatttcct 
catgtttttt 
acattataca 
caatattcaa 
aagacagcat 
ctatcgctca 
cactgeaaaa 
gttgaaaaag 
atcaattaga 
gacatcaatt 
ttgtttgagt 
agtattcaat 
aattagtaag 
caaacaactt 
ttgtgacgtg 
tgactatcta 
cttttgaagt 
aaaaatcata 
gcaacaccta 
acegcaaaga 
ttctaaattg 
tttataaaag 
cttcactaca 
ttcaaagaat 
ttcaatataa 
ttcatgttaa 
agatatgaac 
ttatttaacc 
tcatgaaatg 
ttatataact 
gagtttaacg 
aaactattga 
tcaaaaaact 
aaaaattggc 
ggtggaacaa 
taaatttttt 
aactattcaa 
aatgattggg 
acaaattcca 
caaccctact 
gctagggcaa 
cttctaatac 
tcctagcatt 



gtaagaacag 
caagatcaaa 
aggtcaaaac 
caaagcaaaa 
cagctattcg 
catcattaca 
gttaacaaac 
tagegaaaat 
tggatatctc 
ttggatatca 
caggcaaagg 
caatggaaca 
aaatggcaag 
gaaatcaata 
ttccgctaaa 
ccatattaga 
aacctagcag 
aattaactat 
aaaaataaat 
tgttgcgagc 
acacttagag 
cttttgtaac 
tgaaccatcc 
cgaaaggagc 
gaaaaagaaa 
ataaagattg 
aaaaagagca 
gaaatcgcaa 
catggaacag 
aacaaagatt 
ttagttggag 
ggttacgtca 
ggaacgtgag 
aegecaaaag 
aataggagga 
gaaggtttgg 
aacaacaaat 
tcgccgaaca 
gtaccaccaa 
cacaaatcca 
taatttaggt 
gaagagtatt 
ctacctagta 
gcatggtcaa 
aaaaaaactg 
aacgaaaaac 
eggattcgat 
aacgtaccaa 
aagcaataga 
gtaggaggtc 
aacaaaccaa 
gtatggaaga 
gtacgaggag 
aaagataaat 
tcaggaaaaa 
cggttactga 
acctcaaatt 
aaacttagag 
gagaagttgc 
ctttgttatt 
atcactattg 
tgattgaaga 
gtttgaaaca 
aeggaegtag 



tagaaattga 
caatgecatt 
agaaatatga 
acgaaaaaat 
caaacaeggt 
gtgttgactg 
caaaagtatt 
acttaaacaa 
attaaaaaga 
aaaaacgaat 
acaacaatac 
aatcacatta 
aaaccaatca 
aaaaactcaa 
aaagtatcag 
aaattaacat 
caaaagttta 
cgatgatttc 
taaaactcaa 
agttgcagag 
tttgagatcc 
agtttcaatt 
tttaaagtaa 
ataaacaata 
atggagaaat 
gtttccaaga 
acagctcaag 
tgattcaacg 
cccagaaatg 
geaegtgaca 
agttagcaaa 
aaaeggatte 
ttattcgaaa 
taacaggtaa 
attacaaatg 
aagattgaga 
ctttaaccat 
aactattagc 
caccagaaaa 
tcaattgttt 
gtagaaaatt 
tgatcagaaa 
gcagtattat 
ttgegggatt 
ctacttgttg 
ggaggaagtc 
tttaagctat 
ttaaacatgc 
tgaatggatt 
gctatgaagc 
ctgataacaa 
agegagtate 
gtagaacatg 
aatatcgctg 
ccacgtttgc 
cgaaggatca 
ttacaggaga 
atatgacatt 
tgaacgaatt 
acaggtcatg 
aagegcaaga 
atttgatgat 
aagattagac 
tagaagcaat 



aaacgaacct 
agaaatcatg 
tcattatcaa 
tagagaaacc 
atataegcaa 
agtataagaa 
attegctgae 
aacggtgttg 
gtggagaaag 
aattaataat 
tttgttaata 
accaaagaag 
gttcaggttc 
tttcgcaaaa 
catggcttcg 
tatcaatttt 
tcgagaaatc 
gaataaagga 
attactcaag 
ttgttgaaaa 
aacaaacaca 
ccttcatatc 
ctagaagttt 
tgcaagcatt 
cgcaatcagc 
atgcttaaat 
gcaatatgac 
tagtgaacct 
attatgeaac 
aaccaaaaat 
gatcattaaa 
cttattaaac 
ttaaagaaac 
aggacaacaa 
aacgeactat 
agcacactag 
accgaaagat 
aaataacaac 
cacatataga 
ggagtatgta 
tatacattga 
gcataaaaaa 
gcttcacagt 
egcaagtate 
gagcaagtaa 
aagatgtatt 
tcattttaaa 
ttatgtcgta 
gaagagaaca 
agactgtaac 
ttcagatatt 
aatatggatt 
actgaggaaa 
agaaaaataa 
tacaagagat 
gaegtagaaa 
tgagagaaaa 
gaatgatgtg 
gtcagtatgt 
aaggtatcaa 
acaaattaaa 
aacggagaaa 
attcaccttc 
tagaaatgga 



tattttgtag 
ttgatagega 
cgaatcagga 
gctagaaaat 
cagacaatgt 
agaaaaagag 
teggtagctg 
atataggaca 
ttataactta 
ccagatggtt 
agtttttagg 
agttgaaaga 
aattttcagt 
gatttgtege 
aatcaattca 
tggagtgaca 
aaaaactatt 
ggaacaacaa 
catgetagtt 
aggttagcta 
taagttttag 
ctggaaaaac 
catacttatc 
acaaacaaat 
ggtcgagaac 
aeggatttga 
tcactatatt 
ggcaaacgtg 
gtgctttaaa 
tgtatttgea 
caaaaeggta 
gcaagggtgt 
atcaatcaca 
tactttgtta 
acaaaacaac 
aaaacctgtg 
gctgaaaatt 
attatacacg 
ggcgaagaaa 
gaagtacagt 
ttattcacca 
tggtattagg 
ettagegatt 
gcaacattca 
cagtatcaaa 
acgaaatagg 
aggtcatatg 
gatgagaatg 
cagacgaaca 
ttatatcatt- 
agttactcca 
atcacaaagc 
aacaagaacc 
aaggaaattc 
aaagacgett 
tcgagaacta 
eggacaagaa 
atgaaaaata 
acagattaat 
caaagataaa 
aaagctatta 
agaaagctag 
aataacaatt 
aactaaaaat 



gaaaagat 
ggacaagc 
ttatacag 
teaaaege 
aattgaac 
caaaactt 
gtagtgat 
aaacagat 
ccaactca 
caagtaaa 
agaaaaac 
aattatag 
aaagtaag 
taggaaga 
tcaaaaag 
cttaattc 
atttatac 
atgttaca 
actgttta 
aattcaac 
tagggtct 
aattttct 
acctcctt 
tcgaacat 
ttcatcaa 
agaaaata 
gaccacgc 
caagacaa 
aattgeta 
gatgeagt 
taaacatc 
.ggattata 
cattegga 
acaagttt 
cctcctca 
attagtag 
ctactgaa 
aaaggaaa 
aatttgtg 
atacaact 
acaggcac 
aggatatt 
gtacttat 
tgtactac 
cacttaag 
cgaaatca 
ggcatatc 
actt agat 
ggacagac 
cgtcatag 
caaataga 
aatcaaga 
acaagaaa 
tataaatt 
tegtcatt 
tcaacact 
atcaatgt 
agtctaaa 
aggaaaac 
gatgatga 
cttctcaa 
atatattc 
aacaataa 
taattaaa 
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30591 
30661 
30731 
30801 
30871 
30941 
31011 
31081 
31151 
31221 
31291 
31361 
31431 
31501 
31571 
31641 
31711 
31781 
31851 
31921 
31991 
32061 
32131 
32201 
32271 
32341 
32411 
32481 
32551 
32621 
32691 
32761 
32831 
32901 
32971 
33041 
33111 
33181 
33251 
33321 
33391 
33461 
33531 
33601 
33671 
33741 
33811 
33881 
33951 
34021 
34091 
34161 
34231 
34301 
34371 
34441 
34511 
34581 
34651 
34721 
34791 
34861 
34931 
35001 



gacggtattt 
taacggctca 
gaaaatagat 
cgccgtataa 
tcttcctagc 
ttcaatgaag 
ttgttaacaa 
atcaatgtct 
ttttaaggtg 
ttgctactgg 
agtagaggtt 
atagaacttc 
aaggttatga 
agcgtttatg 
ttattatatt 
atgaagcagt 
tcgcgaacat 
tcgtggataa 
aataataaaa 
gtggagaaaa 
actaattgag 
ccagaaagtt 
aaacaaatct 
aattcctttt 
attgaaattt 
cattctttgg 
aagaatagca 
ctgtcatcca 
ttgaagcttc 
tatttctttt 
taaaggtgga 
cttcaataat 
agcgataata 
cagcaaatgt 
aagtaacaaa 
actatatctc 
atgaagttaa 
ccctattgat 
acaagtaata 
aagaaattat 
ttttattaaa 
gctgagtggc 
ggtacctcaa 
ttgggattag 
cctactcatg 
ctactaaaaa 
gcgaaacaag 
acagtcaaaa 
aaggcttctc 
agcatacgct 
atggatcgta 
gtgatattga 
cagcattgtt 
caaaatatga 
acgatttcag 
tacgctcaga 
ttgcagaacg 
ttacttatac 
tattcgctca 
aaggcgctca 
gacgatgagt 
gaatattacc 
tcgaattatt 
tggcaaactg 



c 



atgaaa 
gcagggtttc 
atttcacaat 
atatgatttc 
ttagattttg 
atgaaggtaa 
acctattccg 
caacaaagca 
tggtttaaat 
tgttgaactt 
ccggacaata 
actggggcga 
agaaatcagt 
tttcatcatc 
gggctacaat 
cggcagaggc 
cacaacgagc 
aagttgatga 
atagcactcc 
ttttaaaatc 
ccttttttga 
tacttattgt 
ttgtttttct 
tttgttaagt 
cggttgattc 
gtttaaaacc 
tcatttgggg 
tagatgatgc 
tagagcagga 
ttaaattgtt 
atttcccaaa 
tttatcaata 
aaattatacc 
cagatacgat 
tacggatact 
gtagaatttc 
acaaaggaag 
aattctgtca 
acaatataaa 
cgattactta 
gcaagatgga 
taaacacgga 
tcaaaaaata 
ggggatatta 
tcgaaaaagg 
acacccgaat 
caacggaaga 
actacaagcc 
tacaaaagaa 
atcgcaaaag 
tcaaagcgac 
tttacttgta 
gataacagag 
actggcaacg 
ggagcgagat 
aactcataga 
tcatacacgc 
cgagaagatg 
caggagccca 
cgggcttcta 
aaatacaacg 
aatatttaga 
accaaaacta 
attgaagtta 



atcacaggac 
aagctggaga 
cgtatttgaa 
caagaaaaac 
ataccaatga 
gtattttacg 
aagacagata 
atccatttga 
gcaatacatt 
gaacaaagtc 
aaaaactatc 
accagtagaa 
ctgcgcgact 
aaatacctat 
caaccgcaac 
atgaacagaa 
aacatgcgat 
gaggctcaat 
taatcgtcat 
tccgtttagt 
tgtctattac 
ttctaggttg 
ataatcttat 
aagacatgtc 
tatatctaac 
gctctatatt 
ataattgttt 
tattagtttt 
cctagaagag 
ctttgaattt 
gacaagttcc 
cctttaccta 
agaaaggaga 
aaccgactta 
gcacagcaag 
gaaccttacc 
atgtacccct 
atacccctat 
tagaatagat 
aacaaaaaag 
atcaagattt 
tagcgataaa 
caaccaactg 
tgaaaccact 
attgaaatgt 
ggttacgagt 
taaacaacat 
acaaaatgaa 
ccaaaatcat 
cagtcaaagc 
atacaacaaa 
ctagatgata 
taggtaaaaa 
tataaattcg 
gcatggtaac 
tgaggcacag 
cccgctatcg 
gcacagaaga 
tttcagcgac 
tatgagcaag 
ctaagaaagt 
aagtaatatg 
gataaacaac 
tcgacattaa 



aagcgcaatt 
attcacagtg 
aatgatgaag 
aattgattga 
tcttattggt 
gatttttcat 
agcaaaaagc 
aagcagtggc 
acaagatacc 
acattgactt 
tatagaacaa 
tcaactagaa 
gttctatgaa 
gagtgtagaa 
tgtgtaatat 
acaaaatgaa 
tggcgttaag 
aaaatgttga 
cttggcggaa 
taatacaggt 
ccaggggctg 
tgtcctgact 
taaagtgatt 
aaaagtttca 
ggagagtctt 
taacggcagg 
aattatttca 
gcgaacatat 
aaaattgtgg 
ttcaaattct 
caagttttag 
aaataggatc 
atcaacatga 
ctgacagcga 
taatggttac 
aactttggtt 
tgacgcaaac 
tgacgcaaat 
atattgtcgg 
cgggcaagca 
taggttggag 
taccttagac 
gcacggatca 
attcagcgaa 
gagagatgtg 
ataaagacgg 
attcaatcaa 
aaacaagtac 
taatattgca 
taaagggcat 
aatgcagtag 
tgggtgtaga 
caacatcttt 
agaatgaaaa 
caaagaattt 
ggcgatgaaa 
tcgaatatta 
tattaaggtc 
gaaaagaaaa 
aattaggttt 
tgagtacaaa 
aatggcacta 
gaaagattga 
aggtatgcca 



tactaaagaa 
aaagttaaaa 
gcaaacaata 
attagttact 
aagttttgtc 
ttattaaacc 
tgaagaaaat 
caatttggat 
agaaagataa 
actagaaaac 
cgcaaaaaaa 
aattattaca 
agttgcaagg 
acgagtaagt 
gcggaaagcc 
ccactatgac 
tcgtttgatg 
aaggagagaa 
gagattagaa 
ttttacaaaa 
taatgtaact 
ttaacattct 
taaaaactga 
tttaaaaccc 
ttattaacgt 
atgtacttcg 
acaaatgaat 
tacttaaagt 
ttcttgtaaa 
acttctcttt 
agaatgtttc 
cataattatt 
ctgaccaacc 
aaagttactt 
tttgcaactt 
atctaaaaat 
gtcaatacct 
gtcaaagaga 
gcaacccgac 
ttttaaacac 
gattttaaaa 
cagaaacact 
attggaacgc 
aagataaacg 
gaagtgaata 
ttgcaaatgt 
tcaaacgtta 
acgetaaaca 
aggttcatac 
acggttgctt 
agactacaga 
aaacacagag 
acaactaact 
aaagagcaag 
ttaaaaacta 
ataggttgta 
aggagtgtta 
atcaagtata 
ttatgactga 
acaagcaacg 
ggaattgtat 
attatgatca 
atatattgca 
accgaagtag 



acaaatcaag 
atattgaatt 
taaacataat 
cgattaggta 
acttggtatt 
ttacaaaaag 
aacggggcac 
atgacgacca 
cgacggtact 
ggatatccac 
tattcgcaat 
aacagaattg 
gagttaatag 
tgttaagcga 
tcacgcagac 
aaacatgtat 
ataaatacca 
aaaggaatga 
atgctatgca 
gctttaccat 
ttaatacttc 
tttaacaaat 
ggagcataaa 
ctaaccttac 
gtccgatata 
tgattcttta 
ggtgggttaa 
tttttcacta 
ttatttttag 
gataaataac 
tacaggccct 
cacccccaat 
aagttactac 
tttgcagaaa 
tatacaacgt 
cgaaattatc 
attgacgcaa 
atattacaag 
agcatcttct 
aatacagcta 
aggtgattga 
ttttggcagt 
atgaagtacg 
aaagcttgaa 
cgacttatat 
gaaatctatg 
atccgtcttt 
aacagcaata 
ggaactggta 
ttatgcacat 
cgagctagtc 
cacactttaa 
ttagtgataa 
aaaagtaaga 
aacttgagtg 
cgacctattt 
aaaatgccga 
aagacaacgt 
tagtgaccta 
atatttgata 
ttgatagcaa 
tatcgaaata 
gacttcgcgt 
caaaacttaa 



aaaagt tt 
caatga ta 
caatttgt 
ttaagtta 
gaaatgga 
ggcgatga 
aacaacaa 
agatttag 
tattccgt 
taaaagca 
gtgtagag 
gaaattat 
aactgatt 
agataaag 
ctggcaca 
tagcgtta 
cttgcatg 
atagacta 
tgctgtaa 
aggcggac 
aaattcaa 
tctaatcc 
acttatta 
taggttat 
ttcatacc 
aatgtttt 
tgagtttt 
atgtaaaa 
gtacagaa 
tttatcca 
tttgatgc 
ctaacgca 
tcaataat 
taacatct 
tgttaagg 
aaagaagg 
aaatcaat 
tattaata 
atacccta 
aaacaaaa 
tatcaaaa 
aaatttga 
acgaaagt 
aaaatatc 
aagtttgc 
aggaatat 
aagagatg 
gagtacgt 
aaagccac 
accaatgt 
agattgct 
ataaactt 
agaactaa 
gtaatcgg 
ttcagata 
atccaaaa 
aagaaaaa 
aaatgagg 
aaacgatt 
tttagagg 
agtagagt 
caaccgaa 
tatatctc 
agctaaga 
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rage y ul iv 



35071 
35141 
35211 
35281 
35351 
35421 
35491 
35561 
35631 
35701 
35771 
35841 
35911 
35981 
36051 
36121 
36191 
36261 
36331 
36401 
36471 
36541 
36611 
36681 
36751 
36821 
36891 
36961 
37031 
37101 
37171 
37241 
37311 
37381 
37451 
37521 
37591 
37661 
37731 
37801 
37871 
37941 
38011 
38081 
38151 
38221 
38291 
38361 
38431 
38501 
38571 
38641 
38711 
38781 
38851 
38921 
38991 
39061 
39131 
39201 
39271 
39341 
39411 
39481 



ttcagacata 
ggattacgta 
aacaagcata 
tgtggataaa 
aatttaaaaa 
catataaatt 
aacgtgttag 
tagagaaatg 
aaagaggctg 
actggttcga 
agaaaagtag 
aaattataga 
aattaaatac 
gatagagtat 
ttteggctet 
tattactttc 
ttgaaacata 
eggaaacaat 
ccccaagtta 
gttgatagca 
tataacaatg 
ceggatctat 
atacaaataa 
agtaacggaa 
acactatatg 
tcttaaacga 
aaagcttggg 
tgatttcaac 
cggtgtggag 
aaagaaggag 
aaattgttgg 
gaacaatata 
gtgaagagta 
tctagagaag 
ggtaacgatg 
atgaataatc 
ggttgctaaa 
aaatgetatt 
gttgtctata 
getagaatge 
tcgaaccaca 
attaactagt 
tatcatggca 
atatagaege 
aagaggcata 
tggacacegg 
gtagcggagt 
aacattcaaa 
gttattgagg 
ttaaagtggg 
tcaggtggag 
atggttatat 
cacacttatt 
tacatgaaga 
aacgatagaa 
gaggcagatg 
aaaaataaag 
gtgaatttta 
tagtttaatt 
tattgttgga 
gtggctagtt 
aagaagacaa 
gaaatttgat 
tatagaatac 



awacagaaa 
cgaggaatta 
tataaatgea 
gaaaaagaag 
ttagaaacgt 
taacaatttt 
aggttgttgg 
aaacaaatgg 
agetaegtaa 
tgtcacttat 
atatgaacaa 
ttttattgaa 
ttgtctagag 
ttgacttgtg 
aagagatatc 
aeggtcatat 
tataaagcaa 
gaaaatcaaa 
tcaggtaata 
tcttatgtaa 
aaaatcaaag 
cacaaggaaa 
gtgttcgacg 
gagactaagg 
agaacactag 
tgacctaact 
ataaagataa 
aggttataaa 
atttatgaag 
ccttttatat 
aaatattttt 
aaaatctttg 
caagaagcaa 
aaagcaagcg 
atgaaagagt 
gcgaaaaaat 
agagattgag 
caacattcag 
aatatgagga 
ccgaacgaaa 
agaaaaagca 
cgtagtggtg 
atttagggat 
tgaattagaa 
agaagagttt 
aactaaagca 
gtaaagacat 
gattcaacag 
cagagagtaa 
tcagttgtat 
tttattttgt 
ttacgcaagt 
gaggagcatg 
tgaattattt 
aaagattatg 
atgattaaca 
cacctgaaga 
cagtcctacg 
gatactggag 
atactgtcat 
accaacacaa 
gttctatatt 
agegcagata 
actttttaaa 



cataaaactc 
attaaagcaa 
acgattgata 
cgctggcaga 
aaatgtagag 
gaaaaaagaa 
gagttttcag 
aaaagattaa 
gaagaageca 
aaccaaatgt 
aacgeaagae 
caagttaegg 
caccgttaaa 
ggagtgatga 
tgtatcagga 
cgtgccaggt 
agtgatttgg 
attgaaaaag 
aaagattcta 
tgtgactgga 
ttaaaaaaga 
aatatttttt 
tcaagtttta 
ttgataggtt 
tataaaagaa 
atgacgttaa 
aaaagttatg 
agtttcaatg 
gggatattgt 
aacttttagc 
gaaaatgaga 
tactaactct 
cgagatgagc 
catgggatag 
taaattcgga 
cgaacagtcc 
gacgtgtata 
ttaaagaagg 
ggaataggaa 
tcataagacg 
gtgatcaaaa 
taagtagtaa 
taatatcaag 
gatggattaa 
accaaatcaa 
agtggaggaa 
cttagatcga 
gacgaccaca 
agaagaagcg 
gaaaatataa 
aaaaacagct 
actataatca 
ggaaatgaat 
aacgaaatag 
gcagagaact 
tacctaaaat 
aaaggctaag 
atggctaata 
atgacaatga 
tatteggtat 
agaattacat 
gtattagaca 
tacaagctag 
tttatatccg 



aattggatat 
gacgagaacg 
taaggatacc 
ttacttatat 
gtggaataaa 
ataatggcaa 
aagctttaga 
acaagegaga 
catttgttta 
tcaagaaatg 
aacgttaagc 
cacagtaccc 
gaatggtcat 
ccatgacaga 
taacgaacga 
tggcaaggtg 
aatatgagga 
aaatgaattt 
ttcaaatgat 
tatgtatcaa 
aatgagatta 
tcaacaggat 
ttccaattga 
gattgaatta 
tgtttatatg 
tctggaaaga 
agtattattg 
aagtaaaact 
tcaagattgt 
aatgtaactg 
tgctattgga 
aacaagttat 
ttattgggga 
gtattgcaag 
atggaattaa 
gttattagtg 
agaaagegea 
tattgaactt 
aatgactaac 
gatgeaggtt 
cagatgtagc 
aacgtattta 
aatgatgaag 
taagcatttt 
caaaggegat 
ttcgaaagtg 
gttaaggagg 
tgaacatatt 
aaagagaagt 
gggagtgtgg 
gaaccttttg 
agaaaccaac 
cagctgagaa 
tatttgtttt 
tgtattgaac 
gaaattcccg 
attgaagatg 
tgaatgaata 
tgattaaaaa 
attegcattg 
caaggaacta 
acaaacaagt 
gttaaaagta 
gtcttatacg 



gtaaagegee 
caaaagagaa 
tacagaagtt 
aacaatcctg 
tgggcagtgt 
agcgtgggat 
cgcgccttat 
etcgaaegtg 
atgtacctca 
gagtgaagca 
aacctgcgca 
accacaatta 
gaggatttag 
tageggaegt 
gtggcacata 
tgaaaaagac 
acagaagcaa 
acctgaactt 
gttgagegea 
ttaacgataa 
gatgaattaa 
ttagtgatgg 
tatccccttc 
ttcgagattc 
gcagatgtgt 
tggggagttg 
acgaaatcga 
attacaatac 
tattcgagag 
aattactaag 
ggttatgaga 
tagataaact 
tatagegaag 
agcgttgaaa 
acaataaaat 
ctagtgcgta 
agegtttgat 
gatgaagcag 
acattacaag 
atgacatatt 
tgtgagtata 
gtgattgaaa 
aacgtgatgg 
agatataaaa 
aaactagctc 
tttcagaacg 
ttttggggaa 
actgtggcta 
acgaggcaca 
gaaatgaegg 
aaaaatatgt 
gtatattaaa 
ttttattaca 
ggacaatttt 
aaaggttata 
aaaaagtaca 
attttattaa 
tgaattaagg 
acttaaaaat 
ctacttgtta 
ttacagataa 
cattgaaaat 
ggegataagg 
aagtaaagaa 



taagtataca 
atgaagtgat 
gaatatcagc 
acgaaatact 
tgtaatcatt 
aaatgctgga 
ggcatgcacc 
aattggaaag 
aaaacattca 
taatgagcat 
ttacacatac 
geattegcaa 
caaaggegaa 
aaagaatact 
tccatgtagt 
atttgataca 
ctaactttat 
atccaatggg 
actgttttgt 
atttactgtt 
ttaaatgggc 
attcgttcgt 
atagttgata 
aagaaggaga 
gcctaccaaa 
ctagtatgat 
ttttaatagt 
acaggattta 
aagtaagttt 
tgaaaatgac 
tgacgttcac 
tcacaaagca 
ttacgagatt 
aagatttaat 
ttttatggag 
taacggtaat 
gaaatacttg 
tagggattat 
taaaactatt 
ctcagctgaa 
ccagagggct 
caggcaagat 
aatacccttt 
ggtaactatg 
aattggttat 
tggagcaaaa 
gtgacgcaat 
gagataatca 
agttaaaaga 
atgttaaaat 
tgaaagaatg 
acagatacga 
tgacggtagt 
agaaatgatg 
tagttgggat 
ctgaaataat 
agaaattaaa 
gctatgttaa 
atggatgggt 
tcacattgcc 
atataacaag 
tccgacttat 
tagaagttaa 
ggtagataaa 



ggtaaaac 
etaatgea 
attttgat 
agagtatg 
aataataa 
attgtttc 
taaaagaa 
agagegaa 
cgtgatcc 
aatcagta 
ggegacat 
taggtaat 
gttttacg 
taaaacat 
aaatggca 
geggaaga 
tttaaaag 
cttgggat 
gacttttc 
caagagga 
gcgagaaa 
tttcatcc 
ttgaaaaa 
ctataact 
gcattcta 
gttgaaat 
gggtacat 
aagatgtg 
tatcgagt 
gatattat 
cttatcag 
ttaaaaga 
gtaacaaa 
aaacgaat 
gatgacac 
gacacaga 
agggaatg 
ggcaggtc 
atcaaaaa 
actgtcgt 
atgtcgga 
agacgegg 
ttatatga 
tacaagat 
cgtgccta 
ggcttegg 
acttagtc 
gaegttta 
gatgeagt 
taaaacta 
acgagttt 
ttgaatca 
agtttgat 
atgactat 
caatgttg 
caaaaaat 
gataaaga 
gaatgatg 
tcgacatc 
tatctata 
agacaaga 
tattcaaa 
aacaatcg 
caatgatt 
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39551 
39621 
39691 
39761 
39831 
39901 
39971 
40041 
40111 
40181 
40251 
40321 
40391 
40461 
40531 
40601 
40671 
40741 
40811 
40881 
40951 
41021 
41091 
41161 
41231 
41301 
41371 
41441 
41511 
41581 
41651 



acaaatacta 
attatgatga 
aatgagaata 
gatggagtga 
ttataaagag 
gctttattca 
gaacaaatat 
caacagaaca 
aaaagcgtat 
gattttaaga 
aaacaattgc 
tgaaaataga 
aatctttatc 
aaagaattat 
atattgctat 
atgattatct 
gaagcgaatg 
gagaaacacg 
tgcgagaata 
taacccgatt 
aacggtgtag 
attgtcctat 
acgtagaagg 
tgtaagtccg 
cgacgcatga 
ctaattgtaa 
aacattatga 
gagtgctaga 
aagcaagcgt 
ttaaacaatt 
ataaatggaa 



rctattat 
cggctaatga 
tttatttatg 
taataaatgc 
gtagataaaa 
gttaaagaga 
atccgatata 
gcatgaattt 
gaaaatgtta 
tgagtttcaa 
tattataaat 
gcttataatc 
ttgataaatt 
tattaattta 
tagtttgtat 
acttgatgaa 
aataacgata 
atatcaaaaa 
tgaattactt 
gaacgatgtg 
atagattgat 
tggttgttat 
aatgcactga 
Cattaaaaca 
acaagaggcg 
atacattact 
tgactaaaga 
aagagataat 
aagtcgttgg 
tagaaacact 
agacgaaaaa 



tcttactagc 
tgatgtagag 
atttgatcgt 
attaggaatt 
atgaacgagc 
tttttaggta 
tttagattgt 
ttagattttt 
ttggatttag 
caatgaattt 
gaatatcaaa 
atattgatag 
tgaagaacag 
aacaagagga 
cagtattaat 
gtagttaaaa 
ttaaaaagta 
gcttgaagaa 
gaaagtcatg 
caataaagaa 
aggtgaaagt 
gaatgggaag 
tcgataagtt 
gtttattatg 
catcactatg 
acacatcaag 
cgaacgtata 
tatgaatgtc 
atgtagatca 
gtgtattaaa 
tggtaaatac 



aatgtatgag 
gcgccgagtg 
tttgctgttt 
tttggtatgt 
aaataatagg 
ttttacagat 
tttaaaaagg 
ttgatattga 
acaaatgatt 
agtacaaatc 
aagatatatc 
ttttatcact 
tttagtcaaa 
gatttaaatg 
agtgatcgtg 
ctaaagggta 
atttatatta 
tacattcagc 
aaccagataa 
gtttagtgat 
gatgaggata 
atatagcaca 
agcaaagtat 
ttagtatcag 
tgatgtgtct 
tatagatgag 
cgattctata 
aacaatgtaa 
tatattatcg 
tgtcacaaca 
ccccgggtca 



ttaggtaagt 
attacgtctt 
gctttcttaa 
ataaaattat 
aagcatatat 
tctaacttac 
ctaaaaagat 
agtctttaat 
aatttatcaa 
agattttttt 
ttatttaaaa 
tcagagtacc 
agtttaaaat 
atgtggatta 
caagagagat 
caacgggtta 
tcggaggtat 
acatcgataa 
tgcgggagct 
aacaggtaca 
cgcttgagtt 
ttactttggt 
attggttatg 
attaatattt 
ttttatttat 
tcttgatact 
agtctaaaga 
gagagacggc 
ctagaacatc 
aaaaagaaaa 
aaaaaatcaa 



atgtaactga 
tcgagcggag 
tatccatata 
agattccttt 
actttagcag 
aacgtaaaaa 
gattggagct 
aatttagata 
atagagttaa 
taatccttct 
aatataatta 
gacgaaaaat 
aaacagaact 
ctatgactat 
acaagcactt 
gaagaataca 
tgcattgaat 
ctatcgaaga 
ggcaaaagta 
atacattaag 
attaaggttt 
acaagtaaga 
tgtagcggac 
aaagttatta 
gaggtatgaa 
acttaagtta 
atggcaaata 
aagttaacga 
atccggagtt 
gagatttata 
aagcgatc 



gcaagtgt 

gtgagtga 

tattattg 

tcagaaaa 

gaggtgtt 

aatcaatt 

tatattat 

agcaaagt 

ggcaatgg 

tttgttat 

ataaaatg 

aaacgatt 

tcgataaa 

tgtatttg 

agatatat = 

ggattgaa 

gataaaga 

gagttgaa 

atttgccg 

aaatatag 

agatattg 

caagtata 

ttttaccc 

aatgctaa 

catgttca 

tataaggt 

acaagaaa 

catatgac 

tgctcatg 

aaaaaaga 
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1st position 
(5* end) 

* 


2nd position 

U C A G 


3rd position 
(3* end) 

\ 


U 


Phe Ser Tyr Cys 
Phe Ser Tyr Cys 
Leu Ser STOP STOP 
Leu Ser STOP Trp 


U 
C 
A 
G 


c 


Leu Pro His Arg 
Leu Pro His Arg 
Leu Pro Gin Arg 
Leu Pro Gin Arg 


U 
C 
A 
G 




lie Thr Asn Ser 
He Thr Asn Ser 
He Thr Lys Arg 
Met Thr Lys Arg 


U 
C 
A 
G 


G 


Val Ala Asp Gly 
Val Ala Asp Gly 
Val Ala Glu Gly 
Val Ala Glu Gly 


U 
C 
A 
G 



Figure 3-16 The genetic code. Sets of 
three nucleotides {codons) in an 
mRNA molecule are translated into 
amino acids in the course of protein 
synthesis according to the rules 
shown. The codons GUG and GAG, 
for example, are translated into valine 
and glutamic acid, respectively. Note 
that those codons with U or C as the 
second nucleotide tend to specify the 
more hydrophobic amino acids 



• Toloh 3 



77ORF017 sequence 

23982 atgacgcataatatagaaaaacgcattaataaattaaaaacttct 
1 MTHNIEKRINKLKTS 
23937 ggaaatccaaaatttaaaaagttagattcagatattcactattta 
16 GNPKFKKLDSDIHYL 
23892 ctcaagagatttgaaggtgaaaaaaaccataaaggtttttatcca 
31 LKRFEGEKNHKGFYP 
23847 aagtttaaacaaggagaaatagtttttgtagatttcggtataaac 
46 KFKQGEIVFVDFGIN 
23802 gttaataaagaattttctaattcacactttgcaatagtgatgaat 
61 VNKEFSNSHFAIVMN 
23757 aaaaatgattctaatacggaggatatagtaaatgttattccctta 
76 KNDSNTEDIVN. VIPL 
23712 tcctctaaagaaaacaaaaagtatttaaagatgaattttgatttg 
91 SSKENKKYLKMNFDL 
23667 aaatgggagtattatttaagattgtttttaaatttaattagcgcg 
106 KWEYYLRLFLNLISA 
23622 caaaataattcagctatattaaaagaagttttcgataaaaaatac 
121 QNNS AI LKEVFDKKY 
23577 caaaaaaacaacacagaattcatcactaaagattattttattgaa 
136 QKNNT 'EFITK DYFIE 
23532 tttatatctgatagtttagaaattgaaaataaattaaataaaatt 
151 FISDSLEIENKLNKI 
23487 gacagaaacattaataacatagtatcagcaattgataaggtaaaa 
166 DRNINNIVSAIDKVK 
23442 aaattaaaaggtaatagttacgcttgcataaattctttccagccg 
181 KLKGNSYACINSFQP 
23397 attagtaagtttcgcataagaaaagttttaccccaaaaaattaaa 
196 ISKFRIRKVLPQKIK 
23352 aatccagtaatagattcttcggatattatgttactgataaataga 
211 NPVIDSSDIMLLINR 
23307 attaataataatatattgcagatccctgatataagatga 23269 
226 INNNILQIPDIR* 



Physico-chemical parameters of ORF 77ORF017 



1 MTHNIEKRIN KLKTSGNPKF KKLDSDIHYL LKRFEGEKNH KGFYPKFKQG EIVFVDFGIN 

61 VNKEFSNSHF AIVMNKNDSN TEDIVNVIPL SSKENKKYLK MNFDLKWEYY LRLFLNLISA 

121 QNNSAILKEV FDKKYQKNNT EFITKDYFIE FISDSLEIEN KLNKIDRNIN NIVSAIDKVK 

181 KLKGNSYACI NSFQPISKFR IRKVLPQKIK NPVIDSSDIM LLINRINNNI LQIPDIR 

Number of amino acids: 237 

Average molecular weight (Daltons): 27887.38 

Mean amino acid weight (Daltons): 1 17.67 

Monoisotopic molecular weight (Daltons): 27869.83 

Mean amino acid monoisotopic weight (Daltons): 1 17.59 



Amino acid composition 



Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Ala 


A 


5 


2.11% 


7.58% 


Cys 


C 


1 


0.42% 


1.66% 


Asp 


D 


14 


5.91% 


5.28% 


Glu 


E 


13 


5.49% 


6.37% 


Phe 


F 


16 


6.75% 


4.09% 


Gly 


G 


6 


2.53% 


6.84% 


His 


H 


4 


1.69% 


2.24% 


He 


I 


29 


12.24% 


5.81% 


Lys 


K 


33 


13.92% 


5.95% 


Leu 


L 


19 


8.02% 


9.42% 


Met 


M 


4 


1.69% 


2.37% 


Asn 


N 


30 


12.66% 


4.45% 


Pro 


P 


7 


2.95% 


4.9% 


Gin 


Q 


6 


2.53% 


3.97% 


Arg 


R 


8 


3.38% 


5.16% 


Ser 


s 


17 


7.17% 


7.12% 


Thr 


T 


5 


2.11% 


5.67% 


Val 


V 


11 


4.64% 


6.58% 


Tip 


W 


1 


0.42% 


1.23% 


Tyr 


Y 


8 


3.38% 


3.18% 



Number of acidic (negative) amino acids (ED): 


27 


11.39% 


Number of basic (positive) amino acids (KR): 


41 


17.30% 


Total charge (KRED): 


68 


28.69% 


Net charge (KR-ED): 


14 


5.91% 


Theoritical pi: 


10.01 




Total linear charge density: 


0.30 




Average hydrophobicity: 


-5.37 




Ratio of hydrophilicity to hydrophobicity: 


1.41 




Percentage of hydrophilic amino acid: 


57.81% 




Percentage of hydrophobic amino acid: 


42.19% 




Ratio of %hydrophilic to %hydrophobic: 


1.37 





77ORF019 sequence 

39851 atgaacgagcaaataataggaagcatatatactttagcaggaggt 
1 MNEQI IGSIYTLAGG 

39896 gttgtgctttattcagttaaagagatttttaggtattttacagat 
16 VVLYSVKEI FRYFTD 
39941 tctaacttacaacgtaaaaaaatcaatttagaacaaatatatccg 
31 S N LQRKK I N LEQ I Y P 
39986 atatatttagattgttttaaaaaggctaaaaagatgattggagct 
46 I YLDCFKKAKKMIGA 
40031 tatattattccaacagaacagcatgaatttttagatttttttgat 
61 YIIPTEQHEFLDFFD 
4007 6 attgaagtctttaataatttagataagcaaagtaaaaaagcgtat 
76 IEVFNNLDKQSKKAY 
40121 gaaaatgttattggatttagacaaatgattaatttatcaaataga 
91 ENVIGFRQMINLSNR 
40166 gttaaggcaatggaagattttaagatgagtttcaacaatgaattt 
106 VKAMEDFKMSFNNEF 
40211 agtacaaateagattttttttaatccttcttttgttatggaaaca 
121 STNQ I FFNPSFVMET 
40256 attgctattataaatgaatatcaaaaagatatatcttatttaaaa 
136 IAI INEYQKDISYLK 
40301 aatataattaataaaatgaatgaaaatagagcttataatcatatt 
151 NIINKMNENRAYNHI 
4034 6 gatagttttatcacttcagagtaccgacgaaaaataaacgattat 
166,DSFITSEYRRKINDY 
40391 aatctttatcttgataaatttgaagaacagtttagtcaaaagttt 
181 NLYLDKFEEQFSQKF 
404 36 aaaataaacagaacttcgataaaagaaagaattattattaattta 
196 KINRTSIKERIIINL 
40481 aacaagaggagatttaaatga 40501 
211 N K R R F K * 



Physico-chemical parameters of ORF 77ORF019 



1 MNEQIIGSIY TLAGGWLYS VKEIFRYFTD SNLQRKKINL EQIYPIYLDC FKKAKKMIGA 

61 YIIPTEQHEF LDFFDIEVFN NLDKQSKKAY ENVIGFRQMI NLSNRVKAME DFKMSFNNEF 

121 STNQIFFNPS FVMETIAIIN EYQKDISYLK NIINKMNENR AYNHIDSFIT SEYRRKINDY 

181 NLYLDKFEEQ FSQKFKINRT SIKERIIINL NKRRFK 

Number of amino acids : 216 
Average molecular weight (Daltons): 26026.06 
Mean amino acid weight (Daltons): 120.49 
Monoisotopic molecular weight (Daltons): 26009.34 
Mean amino acid monoisotopic weight (Daltons): 120.41 



Amino acid composition 



Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Ala 


A 


7 


3.24% 


7.58% 


Cys 


C 


1 


0.46% 


1.66% 


Asp 


D 


10 


4.63% 


5.28% 


Glu 


E 


16 


7.41% 


6.37% 


Phe 


F 


19 


8.80% 


4.09% 


Gly 


G 


5 


2.31% 


6.84% 


His 


H 


2 


0.93% 


2.24% 


lie 


I 


28 


12.96% 


5.81% 


Lys 


K 


22 


10.19% 


5.95% 


Leu 


L 


12 


5.56% 


9.42% 


Met 


M 


7 


3.24% 


2.37% 


Asn 


N 


23 


10.65% 


4.45% 


Pro 


P 


3 


1.39% 


4.9% 


Gin 


Q 


10 


4.63% 


3.97% 


Arg 


R 


11 


5.09% 


5.16% 


Ser 


s 


13 


6.02% 


7.12% 


Thr 


T 


7 


3.24% 


5.67% 


Val 


V 


7 


3.24% 


6.58% 


Tip 


W 


0 


0.00% 


1.23% 


Tyr 


Y 


13 


6.02% 


3.18% 



Number of acidic (negative) amino acids (ED): 


26 


12.04% 


Number of basic (positive) amino acids (KR): 


33 


15.28% 


Total charge (KRED): 


59 


27.31% 


Net charge (KR-ED): 


7 


3.24% 


Theoritical pi: 


9.52 




Total linear charge density: 


0.28 




Average hydrophobicity: 


A OA 




Ratio of hydrophilicity to hydrophobicity: 


1.37 




Percentage of hydrophilic amino acid: 


54.17% 




Percentage of hydrophobic amino acid: 


45.83% 




Ratio of %hydrophilic to %hydrophobic: 


1.18 





77ORF043 sequence 



29304 atgtattacgaaataggcgaaatcatacgcaaaaatattcatgtt 

1 MYYEIGEI IRKNIHV 

2934 9 aacggattcgattttaagctattcattttaaaaggtcatatgggc 

16 NGFDFKLFILKGHMG 

29394 atatcaatacaagttaaagatatgaacaacgtaccaattaaacat 

31 I S I QVKDMN NVP I KH 

29439 gcttatgtcgtagatgagaatgacttagatatggcatcagactta 

46 AYVVDENDLDMASDL 

29484 tttaaccaagcaatagatgaatggattgaagagaacacagacgaa 

61 FNQAI DEWIEENTDE 
29529 caggacagactaattaacttagtcatgaaatggtag 29564 

76 QDRLINLVMKW* 



Physico-chemical parameters of ORF 77ORF043 



1 MYYEIGEIIR KNIHVNGFDF KLFILKGHMG ISIQVKDMNN VPIKHAYWD ENDLDMASDL 

61 FNQAIDEWIE ENTDEQDRLI NLVMKW 

Number of amino acids: 86 

Average molecular weight (Daltons): 10186.68 

Mean amino acid weight (Daltons): 118.45 

Monoisotopic molecular weight (Daltons): 10180.02 

Mean amino acid monoisotopic weight (Daltons): 1 18.37 



Amino acid composition 



Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Ala 


A 


3 


3.49% 


7.58% 


Cys 


C 


0 


0.00% 


1.66% 


Asp 


D 


9 


10.47% 


5.28% 


Glu 


E 


7 


8.14% 


6.37% 


Phe 


F 


4 


4.65% 


4.09% 


Gly 


G 


4 


4.65% 


6.84% 


His 


H 


3 


3.49% 


2.24% 


He 


I 


11 


12.79% 


5.81% 


Lys 


K 


6 


6.98% 


5.95% 


Leu 


L 


6 


6.98% 


9.42% 


Met 


M 


5 


5.81% 


2.37% 


Asn 


N 


8 


9.30% 


4.45% 


Pro 


P 


1 


1.16% 


4.9% 


Gin 


Q 


3 


3.49% 


3.97% 


Arg 


R 


2 


2.33% 


5.16% 


Ser 


s 


2 


2.33% 


7.12% 


Thr 


T 


1 


1.16% 


5.67% 


Val 


V 


6 


6.98% 


6.58% 


Tip 


W 


2 


2.33% 


1.23% 


Tyr 


Y 


3 


3.49% 


3.18% 



Number of acidic (negative) amino acids (ED): 


16 


18.60% 


Number of basic (positive) amino acids (KR): 


8 


9.30% 


Total charge (KRED): 


24 


27.91% 


Net charge (KR-ED): 


-8 


-9.30% 


Theoriticai pi: 


4.38 




Total linear charge density: 


0.30 




Average hydrophobicity: 


-2.80 




Ratio of hydrophilicity to hydrophobicity: 


1.19 




Percentage of hydrophilic amino acid: 


48.84% 




Percentage of hydrophobic amino acid: 


51.16% 




Ratio of %hydrophilic to %hydrophobic: 


0.95 





77ORF102 sequence 



29051 atgagcaacatttataaaagctacctagtagcagtattatgcttc 
1 MSNIYKSYLVAVLCF 
29096 acagtcttagcgattgtacttatgccgtttctatacttcactaca 
16 TVLAIVLMPFLYFTT 
29141 gcatggtcaattgcgggattcgcaagtatcgcaacattcatgtac 
31 AWSIAGFASIATFMY 
29186 tacaaagaatgctttttcaaagaataa 29212 
46 YKECFFKE* 



Physico-chemical parameters of ORF 77ORF102 

1 MSNIYKSYLV AVLCFTVLAI VLMPFLYFTT AWSIAGFASI ATFMYYKECF FKE 

Number of amino acids: 53 

Average molecular weight (Daltons): 6155.42 

Mean amino acid weight (Daltons): 1 16.14 

Monoiso topic molecular weight (Daltons): 6151.07 

Mean amino acid monoisotopic weight (Daltons): 1 16.06 



Amino acid composition 



Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Ala 


A 


6 


11.32% 


7.58% 


Cys 


C 


2 


3.77% 


1.66% 


Asp 


D 


0 


0.00% 


5.28% 


Glu 


E 


2 


3.77% 


6.37% 


Phe 


F 


7 


13.21% 


4.09% 


Gly 


G 


1 


1.89% 


6.84% 


His 


H 


0 


0.00% 


2.24% 


He 


I 


4 


7.55% 


5.81% 


Lys 


K 


3 


5.66% 


5.95% 


Leu 


L 


5 


9.43% 


9.42% 


Met 


M 


3 


5.66% 


2.37% 


Asn 


N 


1 


1.89% 


4.45% 


Pro 


P 


1 


1.89% 


4.9% 


Gin 


Q 


0 


0.00% 


3.97% 


Arg 


R 


0 


0.00% 


5.16% 


Ser 


s 


4 


7.55% 


7.12% 


Thr 


T 


4 


7.55% 


5.67% 


Val 


V 


4 


7.55% 


6.58% 


Tip 


W 


1 


1.89% 


1.23% 


Tyr 


Y 


5 


9.43% 


3.18% 



Number of acidic (negative) amino acids (ED): 


2 


3.77% 


Number of basic (positive) amino acids (KR): 


3 


5.66% 


Total charge (KRED): 


5 


9.43% 


Net charge (KR-ED): 


1 


1.89% 


Theoritical pi: 


8.18 




Total linear charge density: 


0.13 




Average hydrophobicity: 


10.81 




Ratio of hydrophilicity to hydrophobicity: 


0.40 




Percentage of hydrophilic amino acid: 


28.30% 




Percentage of hydrophobic amino acid: 


71.70% 




Ratio of %hydrophilic to Vohydrophobic: 


0.39 





77ORF104 sequence 



34393 atggtaaccaaagaatttttaaaaactaaacttgagtgttcagat 
1 MVTKEFLKTKLECSD 
34438 atgtacgctdagaaactcatagatgaggcacagggcgatgaaaat 
16 MYAQKLI DEAQGDE N 
34 483 aggttgtacgacctatttatccaaaaacttgcagaacgtcataca 
31 RLYDLFIQK LAERHT 
34528 cgccccgctatcgtcgaatattaa 34551 
46 RPAIVEY* 



Physico-chemical parameters of ORF 77ORF104 

1 MVTKEFLKTK LECSDMYAQK LIDEAQGDEN RLYDLFIQKL AERHTRPAIV EY 

Number of amino acids: 52 

Average molecular weight (Daltons): 6193.13 

Mean amino acid weight (Daltons): 1 19.10 

Monoisotopic molecular weight (Daltons): 6189.12 

Mean amino acid monoisotopic weight (Daltons): 1 19.02 



Amino acid composition 



Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Acid 


Symbol 


Number 


°/o 


Average % 
in Swissprot 


Ala 


A 


4 


7.69% 


7.58% 


Cys 


C 


1 


1.92% 


1.66% 


Asp 


D 


4 


7.69% 


5.28% 


Glu 


E 


6 


11.54% 


6.37% 


Phe 


F 


2 


3,85% 


4.09% 


Gly 


G 


1 


1.92% 


6.84% 


His 


H 


1 


1.92% 


2.24% 


lie 


I 


3 


5.77% 


5.81% 


Lys 


K 


5 


9.62% 


5.95% 


Leu 


L 


6 


11.54% 


9.42% 


Met 


M 


2 


3.85% 


2.37% 


Asn 


N 


1 


1.92% 


4.45% 


Pro 


P 


1 


1.92% 


4.9% 


Gin 


Q 


3 


5.77% 


3.97% 


Arg 


R 


3 


5.77% 


5.16% 


Ser 


s 


1 


1.92% 


7.12% 


Thr 


T 


3 


5.77% 


5.67% 


Val 


V 


2 


3.85% 


6.58% 


Tip 


W 


0 


0.00% 


1.23% 


Tyr 


Y 


3 


5.77% 


3.18% 



Number of acidic (negative) amino acids (ED): 


10 


19.23% 


Number of basic (positive) amino acids (KR): 


8 


15.38% 


Total charge (KRED): 


18 


34.62% 


Net charge (KR-ED): 


-2 


-3.85% 


Theoritical pi: 


5.03 




Total linear charge density: 


0.38 




Average hydrophobicity: 


-5.81 




Ratio of hydrophilicity to hydrophobicity: 


1.47 




Percentage of hydrophiiic amino acid: 


53.85% 




Percentage of hydrophobic amino acid: 


46.15% 




Ratio of %hydrophiiic to %hydrophobic: 


1.17 





770RF182 sequence 

29268 atgttcaatataaaacgaaaaacggaggaagtcaagatgtattac 
1 MFNI KRKTEEVKMYY 

29313 gaaataggcgaaat cat acgcaaaaatat teat gttaacggattc 
16 EIGEI IRKNIHVNGF 
29358 gattttaagctattcattttaaaaggtcatatgggcatatcaata 
31 DFKLFILKGHMGISI 
29403 caagttaaagatatgaacaacgtaccaattaaacatgcttatgtc 
46 QVKDMNNVPIKHAYV 
294 48 gtagatgagaatgacttagatatggcatcagacttatttaaccaa 
61 VDENDLDMASDLFNQ 
29493 gcaatagatgaatggattgaagagaacacagacgaacaggacaga 
76 AIDEWI EEN TDEQDR 
29538 ctaattaacttagtcatgaaatggtag 29564 
91 LINLVMKW* 



a 

El 
J" 



ry 
m 



Physico-chemical parameters of ORF 770RF182 

1 MFNIKRKTEE VKMYYEIGEI IRKNIHVNGF DFKLFILKGH MGISIQVKDM NNVPIKHAYV 

61 VDENDLDMAS DLFNQAIDEW IEENTDEQDR LINLVMKW 

Number of amino acids: 98 

Average molecular weight (Dal tons): 1 1691.50 

Mean amino acid weight (Dal tons): 1 19.30 

Monoisotopic molecular weight (Dal tons): 1 1683.84 

Mean amino acid monoisotopic weight (Daltons): 1 19.22 



Amino acid composition 



Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Acid 


Symbol 


Number 


% 


Average % 
in Swissprot 


Ala 


A 


3 


3.06% 


7.58% 


Cys 


C 


0 


0.00% 


1.66% 


Asp 


D 


9 


9.18% 


5.28% 


Glu 


E 


9 


9.18% 


6.37% 


Phe 


F 


5 


5.10% 


4.09% 


Gly 


G 


. 4 


4.08% 


6.84% 


His 


H 


3 


3.06% 


2.24% 


He 


I 


12 


12.24% 


5.81% 


Lys 


K 


9 


9.18% 


5.95% 


Leu 


L 


6 


6.12% 


9.42% 


Met 


M 


6 


6.12% 


2.37% 


Asn 


N 


9 


9.18% 


4.45% 


Pro 


P 


1 


1.02% 


4.9% 


Gin 


Q 


3 


3.06% 


3.97% 


Arg 


R 


3 


3.06% 


5.16% 


Ser 


s 


2 


2.04% 


7.12% 


Thr 


T 


2 


2.04% 


5.67% 


Val 


V 


7 


7.14% 


6.58% 


Trp 


W 


2 


2.04% 


1.23% 


Tyr 


Y 


3 


3.06% 


3.18% 



Number of acidic (negative) amino acids (ED): 


18 


18.37% 


Number of basic (positive) amino acids (KR): 


12 


12.24% 


Total charge (KRED): 


30 


30.61% 


Net charge (KR-ED): 


-6 


-6.12% 


Theoritical pi: 


4.76 




Total linear charge density: 


0.33 




Average hydrophobicity: 


-3.89 




Ratio of hydrophilicity to hydrophobicity: 


1.28 




Percentage of hydrophilic amino acid: 


51.02% 




Percentage of hydrophobic amino acid: 


48.98% 




Ratio of %hydrophilic to %hydrophobic: 


1.04 





BLASTP 2.0.8 [ Jan-05-1999] 

Query= sid| 100017 | lan| 77ORF017 Phage 77 ORF | 23269-23982 I -3 
(237 letters) 



Database: nr 

393,678 sequences; 120,452,765 total letters 





Score 




E 


Sequences producing significant alignments: 


(bits) 


Value 


gi|4493986|emb|CAB39045.1| (AL034559) predicted using hexExon; .. 


41 


0 


010 


gi I 730607 | sp | P23250 I RPI1_YEAST NEGATIVE RAS PROTEIN REGULATOR P.. 


38 


0 


053 


gi|3097044 | emb I CAA75299 I (Y15035) KIR [Cowpox virus] 


38 


0 


090 


gi|2146245|pir| IS73794 hypothetical protein H91_orfl80 - Mycopl. . 


38 


0 


090 


gi 1 83910 |pir| | S04682 ribosomal protein varl - yeast (Candida gl. . 


37 


0 


15 


gi 1 133135 I sp | P21358 | RMAR_CANGA MITOCHONDRIAL RIBOSOMAL PROTEIN 


37 


0 


15 


gi|2128843|pir| IH64475 hypothetical protein MJ1409 - Methanococ. 


36 


0 


20 


gi 1 5107017 I gb | AAD39926 . 1| AF126285_2 (AF126285) RNA polymerase (. 


36 


0 


35 


gi|2146210|pir| IS73342 hypothetical protein E07_orfl66 - Mycopl. 


35 


0 


60 



Database: swissprot - 

79,449 sequences; 28,874,452 total letters 



\[\ Sequences producing significant alignments: 



=!••= 
r : \ 


sp|P23250 


RPI1 


YEAST 


NEGATIVE RAS PROTEIN REGULATOR PROTEIN. 


38 


0. 


014 


\J 


sp|P21358 


rmar" 


GANG A 


MITOCHONDRIAL RIBOSOMAL PROTEIN VAR1 . 


37 


0. 


040 


sp|Q21444 


LDLC" 


"CAEEL 


LDLC PROTEIN HOMOLOG. 


34 


0. 


35 


?l\ 


spjP27240 


rfay" 


"ecoli 


LI POPOLY SACCHARIDE CORE BIOSYNTHESIS PROT . . . 


33 


0. 


46 


CJ 


sp|P53192 


YGC0" 


"yeast 


HYPOTHETICAL 27.1 KD PROTEIN IN ALKl-CKBl . . . 


33 


0. 


60 




sp|P32908 


SMCl" 


"yeast 


CHROMOSOME SEGREGATION PROTEIN SMCl (DA-B. . . 


33 


0. 


60 




sp|P54683 


tagb" 


"dicdi 


PRESTALK-SPECIFIC PROTEIN TAGB PRECURSOR . . . 


32 


0. 


78 


3 


sp|Q03100 


cyaa" 


"dicdi 


ADENYLATE CYCLASE, AGGREGATION SPECIFIC (... 


32 


0. 


78 



m 
m 



Score E 
(bits) Value 



BLASTP 2.0.8 ( Jan-05-1999] 

Query= sid 1 100019 I lan| 77ORF019 Phage 77 ORF| 39851-40501 1 2 
(216 letters) 

Database : nr 

373,355 sequences; 114,214,446 total letters 



Sequences producing significant alignments: 
Value 



Score 
(bits) 



gi|3341966|dbj IBAA31932I (AB009866) orf 59 [bacteriophage phi PVL] 
gi 1 2689911 (AE000792) B. burgdorferi predicted coding region BB 
gi 1 1171589 |emb|CAA64574| (X95275) frameshift [Plasmodium falcip 
gi|4493986iemb|CAB39045.1! (AL034559) predicted using hexExon; 
gi|141257|sp|P18019|YPI9_CLOPE HYPOTHETICAL 14.5 KD PROTEIN (OR 
gi|133412|sp|P27059|RPOB_ASTLO DNA-DIRECTED RNA POLYMERASE BETA 
gi|3122231|sp|Q58851|HISX_METJA HISTIDINOL DEHYDROGENASE (HDH) 
gi|3649757|emb|CAB11106.1| (Z98547) predicted using hexExon; MA 
gi 1 2688313 (AE001146) sensory transduction histidine kinase, pu 



437 
38 
37 
36 
36 
35 
35 
34 
34 



e-122 

0.058 

0.10 

0.23 

0.29 

0.51 

0.51 

0.66 

0.87 



□ 



Database: swissprot 

79,449 sequences; 28,874,452 total letters 



Sequences producing significant alignments: 
Value 



Score 
(bits) 



EI 



sp|P18019 YPI9_CLOPE HYPOTHETICAL 14.5 KD PROTEIN (ORF9) . 36 0.079 

sp|Q58851 HISX_METJA HISTIDINOL DEHYDROGENASE (EC 1.1.1.23) (H. . . 35 0.14 

sp|P27059 RPOB_ASTLO DNA-DIRECTED RNA POLYMERASE BETA CHAIN (E... 35 0.14 

sp|Q02224 CENE_HUMAN CENTROMERIC PROTEIN E (CENP-E PROTEIN). 34 0.31 

sp|P04931 ARP_PLAFA ASPARAGINE-RICH PROTEIN (AG319) (ARP) (FRA. . . 33 0.53 

sp|P18011 IPAB_SHIFL 62 KD MEMBRANE ANTIGEN. 32 0.69 

sp|Pl8709 VTA2_XENLA VITELLOGENIN A2 PRECURSOR (VTG A2) [CONTA. . . 32 0.90 

sp|Q64409 CP3H_CAVPO CYTOCHROME P450 3A17 (EC 1.14.14.1) (CYPI... 32 0.90 

sp|P21358 RMAR_CANGA MITOCHONDRIAL RIBOSOMAL PROTEIN VAR1 . 32 0.90 

sp|Q03945 IPAB_SHIDY 62 KD MEMBRANE ANTIGEN. 32 1.2 



BLASTP 2.0.8 { Jan-05-1999] 

Query= sid 1 100043 1 lan I 77ORF043 Phage 77 ORF| 29304-29564 I 3 
(86 letters) 

Database: nr 

373,355 sequences; 114,214,446 total letters 



Sequences producing significant alignments: 

gi|3341947|dbj|BAA31913| (AB009866) orf 39 [bacteriophage phi PVL] 
gi I 744518 Iprf I I2014422A FKBP-rapamycin-associated protein (Homo. 
gi|1169736|sp|P4234 6|FRAP_RAT FKBP-RAPAMYCIN ASSOCIATED PROTEIN. 
gi|1169735|sp|P42345|FRAP_HUMAN FKBP-RAPAMYCIN ASSOCIATED PROTE. 
gi 1 3282239 (U88966) rapamycin associated protein FRAP2 [Homo sa. 
gi|3875402|emb|CAA98122| (Z73906) cDNA EST EMBL:D64544 comes fr. 
gi|1084792|pir| IS54091 hypothetical protein YPR070w - yeast (Sa. 



Score 


E 


(bits) 


Value 


182 


6e-4 6 


32 


0.84 


32 


0.84 


32 


0.84 


32 


0.84 


31 


2.5 


30 


4.2 



Database: swissprot 

79,449 sequences; 28,874,452 total letters 



4::* 



Sequences producing significant alignments: 



Score E 
(bits) Value 



ri s 



sp|P42345 FRAP_HUMAN FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) ... 32 0.24 

sp|P42346 FRAP_RAT FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (R. . . 32 0.24 

sp|P34554 YNP1_CAEEL HYPOTHETICAL 42.2 KD PROTEIN T05G5.1 IN C. . . 28 3.5 

sp|Q24118 LIO_DROME LINOTTE PROTEIN. 28 3.5 

sp|P80034 ACH2_BOMMO ANTICHYMOTRYPSIN II (ACHY-II) . 28 3.5 

sp|P22922 AlAT_BOMMO ANTITRYPSIN PRECURSOR (AT). 28 3.5 

sp|Q44363 TRAA_AGRT 6 CONJUGAL TRANSFER PROTEIN TRAA. 28 3.5 

sp|P38255 YBU5_YEAST HYPOTHETICAL 51.3 KD PROTEIN IN PH05-VPS1... 27 6.0 

sp|P55822 SH3B_HUMAN SH3BGR PROTEIN (21-GLUTAMIC ACID-RICH PRO... 27 7.9 

sp|Q58482 YA82_METJA HYPOTHETICAL PROTEIN MJ1082. 27 7.9 

sp|P34252 YKK8_YEAST HYPOTHETICAL 52.3 KD PROTEIN IN HAP4-AAT1... 27 7.9 



BIASTP 2.0.8 [Jan-05-1999] 

Query= sid|100102 | lan| 77ORF102 Phage 77 ORF| 29051-29212 1 2 
(53 letters) 

Database: nr 

373,355 sequences; 114,214,446 total letters 

Score E 

Sequences producing significant alignments: (bits) Value 

gi|3341946|dbj IBAA31912I (AB009866) orf 38 [bacteriophage phi PVL] 96 3e-20 
gi|4325288|gb|AAD17315| (AF123593) voltage-dependent sodium cha .. . 28 7.1 
gi|2649684 (AE001040) A. fulgidus predicted coding region AF092... 28 9.3 

Database: swissprot 

79,449 sequences; 28,874,452 total letters 

Score E 

Sequences producing significant alignments: (bits) Value 

sp|P42087 HUTM_BACSU~ PUTATIVE HISTIDINE PERMEASE. 26 7.1 

sp|P04775 CIN2_RAT SODIUM CHANNEL PROTEIN, BRAIN II ALPHA SUBU. . . 26 9.2 
sp|P42619 YQJF_ECOLI HYPOTHETICAL 17.2 KD PROTEIN IN EXUR-TDCC. . . 26 9.2 



f'"\ 



Q 



BLASTP 2.0.8 [Jan-05-1999] 

Query= sid | 100104 | lan | 77ORF104 Phage 77 ORF| 34393-34551 1 1 
(52 letters) 

Database : nr 

373,355 sequences; 114,214,446 total letters 



Sequences producing significant alignments: 



Score E 
(bits) Value 



gi|2315523 (AF016452) similar to the leucine-rich domains found... 29 4.2 
gi|4377168|gb|AAD18990| (AE001666) CT711 hypothetical protein [... 29 5.4 
gi|3882171|dbj IBAA34445I (AB018268) KIAA0725 protein [Homosapi... 28 9.3 



Database: swissprot 

79,449 sequences; 28,874,452 total letters 



Sequences producing significant alignments: 



Score E 
(bits) Value 



sp|P04879 RRPP_VSVIG RNA POLYMERASE ALPHA SUBUNIT (EC 2.7.7.48... 27 5.4 

sp|P04880 RRPP_VSVIM . RNA . POLYMERASE ALPHA SUBUNIT (EC 2 . 7 . 7 . 48 . . . 27 5.4 

sp|Q13946 CN7A_HUMAN HIGH-AFFINITY CAMP-SPECIFIC j'^'-CYCLIC ... 26 7.1 

sp|P35381 ATPA_DROME ATP SYNTHASE ALPHA CHAIN, MITOCHONDRIAL P... 26 9.3 

sp|P54 659 MVPB_DICDI MAJOR VAULT PROTEIN BETA (MVP-BETA). 26 9.3 

sp|P40397 YHXC_BACSU HYPOTHETICAL OXIDOREDUCTASE IN APRE-COMK ... 26 9.3 



BIASTP 2.0.8 [Jan-05-1999] 

Quory= sid| 122748 I lan 1 770RF182 Phage 77 ORFI 29268-29564 | 3 
(98 letters) 

Database : nr 

393,678 sequences; 120,452,765 total letters 



Sequences producing significant alignments: 

gi|3341947|dbj IBAA31913.il (AB009866) orf 39 [bacteriophage phi. 
gil 1084792 |pir| IS54091 hypothetical protein YPR070w - yeast (Sa. 
gi|1169736|sp|P4234 6|FRAP_RAT FKBP-RAPAMYCIN ASSOCIATED PROTEIN, 
gi 1 744518 | prf | I2014422A FKBP-rapamycin-associated protein [Homo. 
gi|5051381|emb|CAB44736.1| (AL049653) dJ647M16.2 (FK506 binding. 
gi| 4826730 I ref |NP_004 949 . 1 IpFRAPl | FK506 binding protein 12-rap. 
gi| 3282239 (U88966) rapamycin associated protein FRAP2 [Homo sa. 

Database: swissprot 

79,909 sequences; 29,054,478 total letters 



Sequences producing significant alignments: 

sp|P42345 FRAPJiUMAN FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) . 

sp|P42346 FRAP_RAT FKBP-RAPAMYCIN ASSOCIATED PROTEIN (FRAP) (R. 

sp|P40557 YIA5_YEAST PUTATIVE DISULFIDE ISOMERASE YIL005W PREC. 

sp|Q24118 LIO_DR0ME LINOTTE PROTEIN. 

sp|Q44363 TRAA_AGRT6 CONJUGAL TRANSFER PROTEIN TRAA. 

sp|P80034 ACH2_BOMMO ANTICHYMOTRYPSIN II (ACHY-II) . 

sp|P34554 YNP1_CAEEL HYPOTHETICAL 42.2 KD PROTEIN T05G5.1 IN C. 

sp|P22922 AlAT_BOMMO ANTITRYPSIN PRECURSOR (AT). 



Score 


E 


(bits) 


Value 


182 
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Docs Per Page: 



stapriyiococcus aureus lOrganismj 



101 Mod. Date limit: 1 N ° Limit ■ 



citations 1-50 displayed (out of 558 found), page 1 of 12 

[GenBank report IE] for ^ selected (default all) 



□ U77328 

Staphylococcus aureus staphylokinase gene, partial cds 
gi|2605637|gb|U77328.1|SAU77328 [2605637] 

(View GenBank report, FASTA report,ASN.l report , Graphical view J MEDLINE link, 7 
protein link , or 13 nucleotide neighbors ) 

□ AF151117 

Staphylococcus aureus plasmid pKH3, complete sequence 
gi|S03 1 41 2|gb| AF1 5 1117.1 |AF1 51117 [5031412] 

(View GenBank report t FASTA report,ASN 1 report /Graphical View , or 1 proteindink *)* *v 1 

□ AF151218 

Staphylococcus aureus ribonuclease P RNA gene, complete sequence 

gi|4929536|gb| AF1 5 1218.1 |AF1 5 121 8 [4929536] 

(View GenBank report t FASTA report, ASN.l report , or Graphical view) 

□ AF146368 

Staphylococcus aureus 16S ribosomal RNA gene, partial sequence 

gi|4?29362|gb|AF146368.1|AF146368 [4929362] 

(View GenBank report , FASTA report, ASN.l report , or Graphical view) 

C AF144661 

Staphylococcus aureus subsp. anaerobius factor essential for methicillin resistance (femA) 
gene, complete cds 

gi|4929298|gb| AF 1 4466 1 . 1 |AF 1 4466 1 [4929298] 

(View GenBank report , FASTA report , ASN.l re port, Graphical view, or 1 protein link ) 
□AF132117 

Staphylococcus aureus ferrichrome uptake operon, complete sequence and unknown genes 
gi|4928288|gb|AF132117.1|AF132117 [4928288] 

(View GenBank report,F AST A report, ASN.l report,Graphical view, or 7 protein links ) 

□ Y15477 

Staphylococcus aureus argl, glmM genes and ORF1 and ORF2 
gi|389289 1 |emb|Y 1 5477. 1 |S AARGFEMD [389289 1 ] 

(View GenBank report,FASTA report , ASNl report , Gra phical view,l MEDLINE link , 4 
protein links, or 4 nucleotide neighbors ) 
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D Y09928 

S.aureus CTORF1365, partial 
gi|4775550|emb|Y09928.1|SACTORF13 [4775550] 

(View GenBank report,FASTA report , ASN.l report , Graphical view, or 1 protein link ) 



S.aureus arg gene 

gi|4775541|emb|Y09594.1|SAARG [4775541] 

(View GenBank report,FASTA report, ASN.l report , Graphical view, 2 protein links, or 5 
nucleotide neighbors ) 

□ AF 134905 

Staphylococcus aureus plasmid pRWOOl CadD (cadD) gene, complete cds 
gi|4680369|gb|AF134905.1|AF134905 [4680369] 

(View GenBank report , F AST A report , ASN. J report , Graphical view, or 1 protein link ) 

□ AB019536 

Staphylococcus aureus norA23 gene for NorA, complete cds 
gi|4115706|dbj|AB019536.1|AB019536 [4115706] 

(View GenBank report, FAST A report,ASNl report , Graphical view,! MEDLINE link, 7 
protein link, or 2 nucleotide neighbors ) 

□ AJ237696 

Staphylococcus aureus fus gene 

gi|45822 1 5 |emb| AJ237696. 1 |SAU237696 [45822 1 5] 

(View GenBank re port, FAST A report , ASN.l report , Graphical view, or 7 protein link ) 

□ AF106851 

Staphylococcus aureus LytN (lytN) and FmhC (fmhC) genes, complete cds 
gi|4574236|gb| AF10685 1 . 1 [AF10685 1 [4574236] 

(View GenBank report , FAST A report, ASN. J report , Graphical view,l MEDLINE link, or 2 
protein links ) 

n AF106850 

Staphylococcus aureus FmhB (fmhB) gene, complete cds 
gi|4574234|gb|AF106850.ijAFi06850 [4574234] 

(View GenBank re port, FAST A report , ASN A report , Gr aphical view,! MEDLINE link , or 7 
protein link ) 

□ AF106849 

Staphylococcus aureus FmhA (fmhA) gene, complete cds 
gi|4574232|gb|AF106849.1|AF106849 [4574232] 

(View GenBank report, FASTA report,ASNl report,Graphical view,] MEDLINE link, or I 
protein link ) 

□ M26321 

Staphylococcus aureus plasmid pT181 repC gene, partial cds 
gi|151689|gb|M26321.1|PTlREPC [151689] 

(View GenBank report,FASTA report,ASNl report , Graphical view , I MEDLINE link, 7 



□ 



Y09594 
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Page 3 of 7 



D AF060191 

Staphylococcus aureus strain ATCC27664 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558749|gb|AF060191 . 1 |AF0601 91 [4558749] 

(V * ew GenBank report, FA ST A report, ASNJ report, Graphical view , 1 MEDLINE link, or 7 
protein link ) 

□ AF060190 

Staphylococcus aureus strain ATCC 19095 heat shock protein 60 kDa (hsp60) gene, partial cds 
g i|4558747|gb|AF060190.1|AF060190 [4558747] 

(View GenBank report,FASTA report , ASN.l report , Graphical view,! MEDLINE link, or 7 
protein link ) 

□ AF060189 

Staphylococcus aureus strain ATCC 14458 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558745|gb|AF0601 89. 1 |AF0601 89 [4558745] 

(View GenBank report, FAST A report , ASNJ report , Graphical view,l MEDLINE link , or I 
protein link ) 

□ AF060188 

Staphylococcus aureus strain ATCC13565 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558743|gb|AF060188.1|AF060188 [4558743] 

(View GenBank report,FASTA report,ASNl report, Graphical view,] MEDLINE link, or I 
protein link ) 

□ AF060187 

Staphylococcus aureus strain ATCC10832 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558741|gb|AF060187.1|AF060187 [4558741] 

(View GenBank re port, FASTA report,ASNJ report , Graphical view , J MEDLINE link, or I 
protein link ) 

C AF060186 

Staphylococcus aureus strain ATCC 12598 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558739|gb|AF0601 86. 1 |AF0601 86 [4558739] 

(View GenBank report, FAST A report,ASNA report , Graphical view,! MEDLINE link, or 7 
protein link ) 

D AF060185 

Staphylococcus aureus strain ATCC25178 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558737|gb|AF060185.1|AF060185 [4558737] 

(View GenBank re port, FAST A report,ASNA report , Graphical view,] MEDLINE link , or 7 
protein link ) 

□ AF060184 

Staphylococcus aureus strain ATCC27217 heat shock protein 60 kDa (hsp60) gene, partial cds 
gi|4558735|gb|AF0601 84. 1 |AF0601 84 [4558735] 

(View GenBank report t FASTA report, ASNJ report,Graphical view, 1 MEDLINE link, or I 
protein link ) 
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□ AF036324 

Staphylococcus aureus subsp. aureus heat shock protein 60 (GroEL) gene, partial cds 
gi|4558705|gb|AF036324.1| [4558705] 

(View GenBank report , FAST A report, ASN A report , Graphical view, J MEDLINE link, or 7 
protein link ) 

□ AF036323 

Staphylococcus aureus subsp. anaerobius heat shock protein 60 (GroEL) gene, partial cds 
gi|4558703|gb|AF036323. 1 1 AF036323 [4558703] 

(View GenBank report,FASTA report , ASN.J report , Graphical view , ] MEDLINE link, or 7 
protein link ) 

□ AF053568 

Staphylococcus aureus ATCC 25923 heat shock protein 60 gene, partial cds 
gi|4205742|gb|AF053568.1|AF053568 [4205742] 

(View GenBank report,FASTA report,ASNl report, Gra phical view J MEDLINE link or I 
protein link ) 

E AJ132841 

Staphylococcus aureus mapN gene 
gi|4454323|emb|AJ132841.1|SAU132841 [4454323]. 

(View GenBank report, FAST A report, ASN J report, Graphical view, J protein link, or 2 
nucleotide neighbors ) 

□ Y13766 

Staphylococcus aureus pnpA gene 
gi|3970796|emb|Y13766.1|SAPNPA [3970796] 

(View GenBank re port, FASTA report , ASN J report , Graphical view, J MEDLINE link , or 7 
protein link ) 

□ AF101234 

Staphylococcus aureus dltABCD operon, complete sequence; and unknown gene 
gi|4530239|gb|AF101234.1|AF101234 [4530239] 

(View GenBank report,F AST A report, ASN. 1 report, Graphical view, 5 protein links, or 2 
nucleotide neighbors ) 

□ AJ133520 

Staphylococcus aureus gap operon (gapR, gap, pgk and tpi genes) 
gi!4490611|emb!AJ133520.1|SAU133520 [4490611] ^ 

(View GenBank report, FASTA report, ASN 1 report , Graphical view ,4 protein links, or 3 
nucleotide neighbors ) 

E AJ133495 

Staphylococcus aureus ribonucleotide reductase operon 
gi|4490607|emb|AJ133495.1|SAU133495 [4490607] 

(View GenBank report, FASTA report,ASNJ report, Graphical view, or 3 protein links ) 

□ AJ 132803 

Staphylococcus aureus ORF1 and ORF2 (partial) 
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gi|4454320|emb| AJ 1 32803 . 1 |S AU 1 32803 [4454320] 

(View GenBank report,FASTA report, ASN.l report t Graphical view, or 2 protein links ) 



□ AB016487 

Staphylococcus aureus gene for enterotoxin type Gv, complete cds 
gi|4126682|dbj|AB016487.1|AB016487 [4126682] 

(View GenBank report , FASTA report , ASN.l report , Graphical view, ! protein link , or 2 
nucleotide neighbors ) 

□ AB016431 

Staphylococcus aureus, zinc responsible operon czr genes, complete and partial cds 
gi|4126670|dbj|AB01643 1 . 1 (AB01643 1 [4126670] 

(View GenBank report t FASTA report, ASN.l report , Graphical view , 5 protein links, or 2 
nucleotide neighbors ) 



□ AB015981 

Staphylococcus aureus genes for OrfA, MnhA, MnhB, MnhC, MnhD, MnhE, MnhF and 
MnhG, complete cds 

gi|4001 723(dbj|AB0 1 598 1 . 1 |AB01 598 1 [4001723] 

(View GenBank report, F ASIA report , ASN.l report graphical view , ! MEDLINE link, 8 
protein links, or 2 7964 nucleotide neighbors ) 

□ AB015195 

Staphylococcus aureus gene for LytN and Eprh, complete cds 
gi|3767591|dbj|AB015195.1|AB015195 [3767591] 

(View GenBank report, F AS7 A report, ASN.l report , Graphical view, or 4 protein links ) 



□ AF107307 

Staphylococcus aureus subsp. anaerobius 16S ribosomal RNA gene, partial sequence 
gi|4406286|gb|AF107307.1|AF107307 [4406286] 

(View GenBank report , FAST A report , ASN.l report , Graphical view , or 1405 nucleotide 
neighbors ) 



□ AF079518 

Staphylococcus aureus lipoprotein SirA (sirA), SirB (sirB), and SirC (sirC) genes, complete 
cds 

gi|3694941 |gb| AF0795 1 8. 1 |AF0795 1 8 [3694941 ] 

(View GenBank report, FASTA report,ASN.l report, Graphical view , or 3 protein links ) 



□ AJ223806 

Staphylococcus aureus map gene, partial 
gi|4138455|emb|AJ223806.1|SAU223806 [4138455] 

(View GenBank report,FASTA report,ASN.l report, Graphical view , ! protein link, or 6 
nucleotide neighbors ) 

□ Y18018 

Staphylococcus aureus plasmid pSES30 including ermC gene, partial 
gi|4138444|emb|Y18018.1|SAU18018 [4138444] 

( View GenBank report, FASTA report , ASN J report , Graphical view, 1 protein link, or 33 
nucleotide neighbors ) 
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D Y17795 

Staphylococcus aureus prfA, pbp2 genes 
gi|3955029|emb|Yl 7795. IjSAUl 7795 [3955029] 

(View GenBank report,FASTA report,ASN.l report , Graphical view, J MEDLINE link, 2 
protein links, or 3 nucleotide neighbors ) 

D AJ005647 

Staphylococcus aureus sdrE gene 
gi|3550595|emb|AJ005647.1|SAU5647 [3550595] 

(View GenBank report,F AST A report, ASN J report , Graphical view,! MEDLINE link, or I 
protein link ) 

□ AJ005646 

Staphylococcus aureus sdrD gene 
gi|3550593|emb|AJ005646.1|SAU5646 [3550593] 

(View GenBank report , FASTA report, ASN1 report , Graphical view , J MEDLINE link, or I 
protein link ) 

□ AJ005645 

Staphylococcus aureus sdrC gene 
gi|3550591|emb|AJ005645.1|SAU5645 [3550591] 

(View GenBank report,FASTA report, ASN. 1 report , Graphical view,] MEDLINE link, or 7 
protein link ) 

□ V01282 

Staphylococcus aureus plasmid pSN2 Includes an unknown gene 
gi|46653|emb|V01282.1|SAPSN2 [46653] 

(View GenBank report,FASTA re port, ASN J report , Graphical view,] MEDLINE link , 7 
protein link , or 2 nucleotide neighbors ) 

□ AF121672 

Staphylococcus aureus superoxide dismutase SodA (sodA) gene, complete cds 
gi|4325246|gb|AF121672.1|AF121672 [4325246] 

(View GenBank report,F AST A report,ASNl report , Graphical view,] protein link, or 2 
nucleotide neighbors ) 

□ AF072726 

Staphylococcus aureus putative heme A synthase (ctaA) gene, complete cds 
gi!3320605|gb!AF072726.1|AF072726 [3320605] 

(View GenBank report,FASTA report, ASN J report , Graphical view , ] MEDLINE link, or 7 
protein link ) 

□ AF115379 

Staphylococcus aureus surface protein Pis (pis) gene, complete cds 
gi|4 1 85 564|gb| AF 115379.1 1 AF 1 15379 [4185564] 

(View GenBank report,FASTA report,ASNJ report , Graphical view, or 1 protein link ) 

□ AF034153 

Staphylococcus aureus phospho-N-acetylmuramoyl-pentapeptide translocase (mraY) gene, 
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complete cds 

gi|4104229|gb|AP034153.1|AF034153 [4104229] 

(View GenBank report , FASTA report, ASN.l report . Graphical view,! protein link or 3 
nucleotide neighbors ) 
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□ AF029244 

Staphylococcus aureus 60 kDa heat shock protein (hsp60) gene, partial cds 
gi|4103899|gb|AF029244.1|AF029244 [4103899] 

(View GenBank report , FASTA report, ASK 1 report , Graphical view , J MEDLINE link, 7 
protein link , or 5 nucleotide neighbors ) 

E U67965 

Staphylococcus aureus lytic regulatory protein gene, complete cds 
gi|4097756|gb|U67965.1|SAU67965 [4097756] 

(View GenBank report, FASTA report , ASNl report, Graphical view,l protein link, or 3 
nucleotide neighbors ) 



□ U96610 

Staphylococcus aureus plasmid pSK6, complete genome 
gi|4090653|gb|U96610.1|SAU96610 [4090653] 

(View GenBank report , FAST A report, ASN.l report , Graphical view, 2 protein links , or 7 
genome link ) 



□ U96609 

Staphylococcus aureus plasmid pSK3, complete genome 
gi|4090650|gb|U96609. 1 |S AU96609 [4090650] 

(View GenBank report t FASTA report, ASN.l report , Graphical view, 2 protein links, or 7 
genome link ) 



E U73027 

Staphylococcus aureus transposon Tn5405 unknown gene, complete cds 
gi|28 1 1 1 1 7|gb|U73027. 1 |S AU73027 [2811117] 

(View GenBank re port, FASTA report, ASN.l report , Gra phical view , 1 MEDLINE link, . 7 
protein link , or 9 nucleotide neighbors ) 

□ U73026 

Staphylococcus aureus transposon Tn5405 streptothricine-acetyl-transferase (sat4) pseudogene, 
complete sequence 

gi|28 1111 6|gb|U73026. 1 |S AU73026 [28 1 1 1 1 6] 

(View GenBank report,FASTA report, ASN.l report,Graphical view,! MEDLINE link, or 7 
nucleotide neighbors ) 



O U73025 
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Staphylococcus aureus transposon Tn5405 unknown gene, complete cds 
gi|281 1 1 14|gb|U73025. 1|SAU73025 [281 1 1 14] 

(View GenBank report, FASTA report, ASN.l report .Graphical view J MEDLINE link, 7 
protein link , or 2 nucleotide neighbors ) 

□ AF068904 

Staphylococcus aureus cell division protein FtsZ (ftsZ) gene, partial cds; YlmD (ylmD), YlmE 
(ylmE), YlmF (ylmF), YlmG (ylmG), and YlmH (ylmH) genes, complete cds; and cell division 
protein DivIVA (divIVA) gene, partial cds 
gi|4009490|gb| AF068904. 1 1 AF068904 [4009490] 

(View GenBank report , FASTA report , ASN. J report , Graphical view , 7 protein links , or 3 
nucleotide neighbors ) 

□ U60050 

Staphylococcus aureus major cold-shock protein (cspA) gene, partial cds 
gi|1402770|gb|U60050.1|SAU60050 [1402770] 

(View GenBank report , F AST A report,ASNl report t Graphical viewj MEDLINE link, 7 
protein link, or 28 nucleotide neighbors ) 

□ D10907 

Staphylococcus aureus insertion element IS431, partial sequence, clone:MR108-4 
gi|2 1 6973 jdbj|D 1 0907. 1 |STAIS43 IB [216973] 

(View GenBank report , FASTA report , ASN.l re port, Gra phical view , ! MEDL INE link, or 18 
nucleotide nei ghbors ) 

□ D10906 

Staphylococcus aureus insertion element IS431, partial sequence, clone:MR108-3 
gi|2 16972|dbj|D10906. 1 [STAIS43 1 A [216972] 

(View GenBank report , F AST A report,ASN.J report , Graphical view,l MEDLINE link, or 14 
nucleotide neighbors ) 

□ AF053140 

Staphylococcus aureus plasmid pIB485 enterotoxin D (sed) gene, partial cds; and enterotoxin J 
(sej) gene, complete cds 

gi|3372540|gb|AF053140.1|AF053140 [3372540] 

(View GenBank report , FASTA report,ASNl report, Graphical view ,2 protein links, or 2 
nucleotide nei ghbors ) 

□ AB013298 

Staphylococcus aureus genes for leader peptide, MsrS A and MphBM, complete cds 
gi|3892641|dbj!AB013298rl!AB013298 [3892641] 

(View GenBank report,FASTA report, ASN.l report , Graphical view J MEDLINE link, 3 
protein links , or 2 nucleotide neighbors ) 

□ Y16431 

Staphylococcus aureus dpj, air genes, partial kdpC gene and 4 ORF's 
gi|3850845|emb| Yl 643 1 . 1 |SAU1 643 1 [3850845] 

(View GenBank report , FASTA report , ASN.l report , Graphical view,l MEDLINE link , or 7 
protein links ) 

□ AF076684 
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Staphylococcus aureus oligopeptide transporter putative membrane permease domain (opp- 
2B), oligopeptide transporter putative membrane permease domain (opp-2C), oligopeptide 
transporter putative ATPase domain (opp-2D), and oligopeptide transporter putative ATPase 
domain (opp-2F) genes, complete cds 
gi|3800824|gb| AF076684. 1 1 AF076684 [3800824] 

(View GenBank report t FASTA report, ASK 1 report , Graphical view, J MEDLINE link, or 4 
protein links ) 



Staphylococcus aureus oligopeptide transporter putative substrate binding domain (opp-lA), 
oligopeptide transporter putative membrane permease domain (opp-lB), oligopeptide 
transporter putative membrane permease domain (opp-lC), oligopeptide transporter putative 
ATPase domain (opp-lD), and oligopeptide transporter putative ATPase domain (opp-lF) 
genes, complete cds; and unknown gene 
gi|38008 1 7|gb| AF076683. 1 1 AF076683 [38008 1 7] 

(View GenBank report , FASTA report, ASN.l report , Graphical viewj MEDLINE link, or 6 
protein links ) 



Staphylococcus aureus lukE, lukD genes 
gi|2765302|emb| Yl 3225. 1 |S ALUKED [2765302] 

(View GenBank report,FASTA report,ASN.l report , Graphical view, J MEDLINE link, or 2 
protein links ) 

□ AF094826 

Staphylococcus aureus novel exotoxins gene cluster, complete sequence; and HsdM-like 
protein gene, partial cds 

gi|3 806 1 03 |gb| AF094826. 1 1 AF094826 [3 806 1 03] 

(View GenBank report, FASTA report, ASN.l report , Graphical view , or 6 protein links ) 

□ AJ223480 

Staphylococcus aureus trxA and uvrC genes and partial mutS and dhsC genes 
gi|3776109|emb|AJ223480.1|SATRXA [3776109] 

(View GenBank report , FASTA report,ASN.l report, Graphical view, or 4 protein links ) 

□ AF093548 

Staphylococcus aureus tyrosine recombinase XerD (xerD) gene, complete cds 
gi|3747041!gb|AF093548.1|AF093548 [3747041] 

(View GenBank re port, FASTA report , ASNl report , Graphical view, or 1 protein link ) 

□ AJ005352 

Staphylococcus aureus, Sst putative iron transport operon 
gi|3724154|emb|AJ005352.1|SAA005352 [3724154] 

(View GenBank report,FASTA report,ASNA report, Graphical view, or 4 protein links ) 

□ AF051916 

Staphylococcus aureus plasmid pJEl remnant of replication protein Rep (rep), trimethoprim 
resistance protein DfrA (dfrA), thymidylate synthetase ThyE (thyE), and putative transposase 
Tnp (tnp) genes, complete cds; and unknown gene 
gi|3676404|gb|AF051916.1|AF051916 [3676404] 

(View GenBank report, FASTA report, ASN.l report , Gra phical view,! MEDLINE link, 7 



□ 



AF076683 



□ 



Y13225 
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□ Y09927 

S. aureus glmM gene 

gi|1729788|emb|Y09927.1|SAURED [1729788] 

(View GenBank report, FASTA report , ASNl report . Graphical view J MEDLINE link, 2 
protein links , or 4 nucleotide neighbors ) 

□ AF051917 

Staphylococcus aureus plasmid pSK41, complete sequence 
gi|367641 2|gbj AF05 1917.1 1 AF05 1917 [3676412] 

(View GenBank report, FAST A report , ASNJ report , Graphical view , 2 MEDLINE links, 44 
protein links , or 42 nucleotide neighbors ) 

□ S77058 

bler=bleomycin-resistance gene [Staphylococcus aureus, MRSA, B-26, Genomic, 297 nt] 
gi|913952|gb|S77058.1|S77058 [913952] 

(View GenBank re port, FASTA report , ASN.l report , Graphical view , ! MEDLINE link , or 27 
nucleotide nei ghbors ) 

□ S65052 

hlg2=gamma-hemolysin II...lukF=leukocidin F component [Staphylococcus aureus, MRSA 
No. 4, Genomic, 3 genes, 4353 nt] 
gi|410004|gb|S65052.1|S65052 [410004] 

(View GenBank report,FASTA report,ASNl report , Graphical view,] MEDLINE link, 3 
protein links, or 2 nucleotide neighbors ) 

□ AF009671 

Staphylococcus aureus UDP-N-acetylmuramoyl-L-alanine : D-glutamate ligase (murD) gene, 
complete cds 

gi|2305091|gb|AF009671.1|AF009671 [2305091] 

(View GenBank re port, FASTA re port, ASN J report , Graphical view , J MEDLINE link, or I 
protein link ) 

G U81973 

Staphylococcus aureus capsule gene cluster Cap5A through Cap5P genes, complete cds 
gi|1773339|gb|U81973.1|SAU81973 [1773339] 

/tv.- r> n k * cr a or a , * a vat i n»~*l*i„„l 2 \AV7TM 1\JT7 1;„ 7 A 

protein links, or 2 nucleotide neighbors ) 



U / / jvb 

Staphylococcus aureus O-acetyl transferase (capSH) gene, complete cds 
gi|1673628|gb|U77308.1|SAU77308 [1673628] 

(View GenBank report , FASTA report , ASN J report graphical view,! MEDLINE link , 7 
protein link , or 2 nucleotide neighbors ) 

C U20869 

Staphylococcus aureus ribosomal protein S12 (rpsL) gene, complete cds, ribosomal protein S7 
(rpsG) and ORF 1 genes, partial cds 
gi|706919|gb|U20869.1|SAU20869 [706919] 

(View GenBank report,FASTA report,ASNA report,Graphical view,l MEDLINE link, 3 
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protein links, or 2 nucleotide neighbors ) 



□ 



U89396 



Staphylococcus aureus hemCDBL gene cluster: porphobilinogen deaminase (hemC), 
uroporphyrinogen III synthase (hemD), d-aminolevulinic acid dehydratase (hemB) and GSA-1- 
aminotransferase (hemL) genes, complete cds 
gi|2589180|gb|U89396.1|SAU89396 [2589180] 

(View GenBank report , FASTA report,ASNl report,Graphical view , 2 MEDLINE links, 4 
protein links , or 2 nucleotide neighbors ) 

□ U94706 

Staphylococcus aureus strain ATCC 8325-4 cell wall/cell division gene cluster, yllB, yllC, 
yllD, pbpA, mraY, murD, divlB, ftsA and ftsZ genes, complete cds 
gi|2149889|gb|U94706.1|SAU94706 [2149889] 

(View GenBank report,FASTA report,ASNA report, Graphical view J MEDLINE link, 9 
protein links, or 5 nucleotide neighbors ) 

□ U41072 

Staphylococcus aureus isoleucyl-tRNA synthetase (ileS) gene, partial cds 
gi| 1 3 1 4300|gb|U41 072. 1 |S AU41 072 [1314300] 

(View GenBank report t FASTA report, ASN J report , Graphical view , 2 MEDLINE links, 2 
protein links, or 3 nucleotide neighbors ) 

E U52961 

Staphylococcus aureus holin-like protein LrgA (lrgA) and LrgB (lrgB) genes, complete cds 
gi| 1 84 1 5 1 6|gb|U5296 1 : 1 |S AU5296 1 [1841516] 

(View GenBank report,FASTA report,ASNl report , Graphical view,! MEDLINE link, 2 
protein links, or 2 nucleotide neighbors ) 



Staphylococcus aureus cmp-binding- factor 1 (cbfl) and ORF X genes, complete cds 
gi|7 1 0420|gb|U2 1636.1 |S AU2 1 636 [7 1 0420] 

(View GenBank report, FAST A report , ASN J report r Graphical view, I MEDLINE link , or 2 
protein links ) 

□ U65000 

Staphylococcus aureus type-I signal peptidase SpsA (spsA) gene, and type-I signal peptidase 
SpsB (spsB) gene, complete cds 
gi|1595808|gb|U65000.1|SAU65000 [1595808] 

(View GenBank report,FASTA report, ASN J report, Graphical view,] MEDLINE link 2 
protein links, or 3 nucleotide neighbors ) . . . 

□ U48826 

Staphylococcus aureus elastin binding protein (ebpS) gene, complete cds 
gi|1397238|gb|U48826.1|SAU48826 [1397238] 

(View GenBank report, FAST A report, ASN. J report , Graphical view,! MEDLINE link , or 7 
protein link ) 



□ 



U21636 



□ 



U20503 



Staphylococcus aureus MHC class II analog gene, complete cds 
gi|1001960|gb|U20503.1|SAU20503 [1001960] 
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(View GenBank report,FASTA report, ASN! report .Graphical view,l MEDLINE link, or 7 
protein link ) 

□ U11789 

Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV8 16S-23S rRNA spacer 
region 

gi|644560|gb|Ul 1 789. 1 |S AU1 1 789 [644560] 

(View GenBank report, FASTA report , ASN. 1 report, Graphical view, J MEDLINE link, or 1745 \ 
nucleotide neighbors ) 

□U11788 

Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV7 16S-23S rRNA spacer 
region 

gi|644559|gb|U11788.1|SAU11788 [644559] 

(View GenBank report , F AST A report, ASN A report,Graphical view,] MEDLINE link, or 386 
nucleotide neighbors ) 

DU11787 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV43 16S-23S rRNA 
spacer region 

gi|644558|gb|U11787.1|SAU11787 [644558] 

(View GenBank report, FAST A report , ASN A report , Graphical view,! MEDLINE link , or 1737 
nucleotide neighbors ) 

□ U11786 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV42 16S-23S rRNA 
spacer region 

gi|644557|gb|U11786.1|SAU11786 [644557] 

(View GenBank report , FASTA report, ASN A report,Graphical view,! MEDLINE link, or 1780 
nucleotide neighbors ) 



□ U11785 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV41 16S-23S rRNA 
spacer region 

gi|644556|gb|Ul 1785. 1|SAU1 1785 [644556] 

(View GenBank re port, FASTA report,ASNA report, Graphical view,! MEDLINE link, or 1143 
nucleotide neighbors ) 

CU11784 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV40 16S-23S rRNA 
soacer reeion 

gi|644555 jgb|Ul 1 784. 1 |S AU1 1 784 [644555] 

(View GenBank report , F AST A report,ASNA report, Graphical view,! MEDLINE link, or 1780 
nucleotide neighbors ) 

£U11 783 

Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV4 16S-23S rRNA spacer 
region 

g i|644554(gb|Ul 1 783. 1 (SAU1 1 783 [644554] 

(View GenBank report , FASTA report,ASNA report , Graphical view,! MEDLINE link, or 1737 
nucleotide neighbors ) 
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□ U11782 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV38 16S-23S rRNA 
spacer region 

gi|644553|gb|Ul 1 782. 1 |SAU1 1782 [644553] 

(View GenBank report, FASTA report,ASN.l report . Graphical view , ! MEDLINE link, or 1 736 
nucleotide neighbors ) 

□ U11781 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV34 16S-23S rRNA 
spacer region 

gi|644552|gb|Ul 1781.1 |SAU1 178 1 [644552] 

(View GenBank report,FASTA report t ASN.J report,Graphical view,! MEDLINE link, or 1628 
nucleotide neighbors ) 

□ U11780 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV32 16S-23S rRNA 
spacer region 

gi|64455 l|gb|Ull 780. 1|SAU1 1780 [644551] 

(View GenBank report , FASTA report , ASN 1 report , Graphical view , ] MEDLINE link , or 1751 
nucleotide neighbors ) 

□U11779 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV30 16S-23S rRNA 
spacer region 

gi|644550|gb|Ull 779. 1|SAU1 1779 [644550] . 

(View GenBank report , FASTA report,ASN.l report , Graphical view,! MEDLINE link, or 1 742 
nucleotide neighbors ) 

□U11778 

Staphylococcus aureus methicillin-resistant ATCC 33952 clone RRNV27 16S-23S rRNA 
spacer region 

g i|644549|gb|Ull 778. 1|SAU1 1778 [644549] i 

(View GenBank report f FASTA report,ASNl report , Graphical view , ! MEDLINE link, or 1 731 
nucleotide neighbors ) 

This is page 2 of 12. 
BSHpageCLl 



http://www.ncbi.nlm.nih.gov 



6/18/99 



PubMed nucleotide query 



Page 1 of 7 




ljsM§aiiEi^fill 




istapnylococcus aureus LOrganismj 




Docs Per Page: I. 



[*□■ Mod. Date limit: 1 N ° Umit H 



citations 101-150 displayed (out of 558 found), page 3 of 12 
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□ U11777 



Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV2 16S-23S rRNA spacer 



g i|644548|gb|Ul 1777.1 |SAU1 1777 [644548] 
(View GenBank report , FAST A report , ASNl report , Graphical view,l MEDLINE link, or 400 
nucleotide neighbors ) 



Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV17 16S-23S rRNA spacer 



g i|644547|gb|U 1 1 776. 1 |S AU1 1 776 [644547] 
(View GenBank report.FASTA report, ASN J report,Graphical view,l MEDLINE link, or 1746 
nucleotide neighbors ) 

□ U11775 

Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV13 16S-23S rRNA spacer 
region 

g i|644546|gb|U11775.1|SAU11775 [644546] 

(View GenBank report,FASTA report,ASNl report , Graphical view , I MEDLINE link, or 1729 
nucleotide neighbors ) 

C U11774 

Staphylococcus aureus methicillin-resistant isolate HI 1 clone RRNV12 16S-23S rRNA spacer 
region 

gi|644545|gb|Ul 1 774. 1 |S AU1 1 774 [644545] 

(View GenBank repori,F AST A report,ASN.l report , Graphical view , ! MEDLINE link, or 1158 
nucleotide neighbors ) 

D U11773 

Staphylococcus aureus methicillin-resistant isolate D46 clone RRN4 16S-23S rRNA spacer 
region 

g i|644544|gb|Ul 1 773. 1 |SAU1 1 773 [644544] 

(View GenBank report , FASTA report t ASN.l report , Graphical view,! MEDLINE link , or 1737 
nucleotide neighbors ) 

□ AF053772 

Staphylococcus aureus plasmid pSK23 putative recombinase Sin (sin) gene, partial cds; and 
transcriptional regulator QacR (qacR) and multidrug efflux protein QacB (qacB) genes, 
complete cds 



region 



D U11776 



region 
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gi|3327946|gb|AF053772. 1 |AF053772 [3327946] 

(View GenBank report,F ASIA report , ASN.l report , Graphical view, 2 MEDLINE links, 3 
protein links, or 3 nucleotide neighbors ) 

□ AF053771 

Staphylococcus aureus plasmid pSK156 transcriptional regulator QacR (qacR), multidrug 
efflux protein QacB, delta-orfl86, and putative transposase TnpA (tnpA) genes, complete cds 
gi|3327941 |gb|AF05377 1 . 1 (AF053771 [3327941] 

(View GenBank report t FASTA report , ASK 1 report . Graphical view , 1 MEDLINE link , 4 
protein links, or 4 nucleotide neighbors ) 

□ AF029731 

Staphylococcus aureus large conductance mechanosensitive channel (mscL) gene, complete 
cds 

gi|3 135291 |gb| AF02973 1 . 1 1 AF02973 1 [3 1 3529 1 ] 

( View GenBank report , FASTA report,ASNl report , Graphical view,] MEDLINE link, or 7 
protein link ) 

□ AF027155 

Staphylococcus aureus IgG-binding protein SBI (sbi) gene, complete cds 
gi|2827911|gb|AF027155.1|AF027155 [2827911] 

(View GenBank report, FAST A report , ASN J report , Graphical view,l MEDLINE link , or 7 
protein link ) 

□ AF024571 

Staphylococcus aureus high affinity proline permease (putP) gene, complete cds 
gi|25653 1 0|gb| AF02457 1 . 1 1 AF02457 1 [25653 1 0] 

(View GenBank report,FASTA report,ASNJ. report,Graphical view , ] MEDLINE link, 1_ 
protein link, or 2 nucleotide neighbors ) 

□ U87144 

Staphylococcus aureus branched-chain amino acid carrier protein gene, complete cds 
gi|23 1 5994|gb|U87 1 44. 1 |S AU87 1 44 [23 1 5994] 

(View GenBank re port, FAST A report, ASN. 1 report, Graphical view , ] MEDLINE link, or I 
protein link ) 

C AF086644 

Staphylococcus aureus type b beta-lactarnase (blaZ) gene, partial cds 
gi|3603440|gb| AF086644. 1 1 AF086644 [3603440] 

(View GenBank report,FASTA report,ASNA report,Graphical view,! protein link, or 15 
nucleotide neighbors ) 

□ AJ223781 

Staphylococcus aureus trxB gene 
gi|4379427|emb|AJ223781.1|SAAJ3781 [4379427] 

(View GenBank report,FASTA report , ASN. 1 report , Graphical view, or 1 protein link ) 



□ AF076030 

Staphylococcus aureus 16S ribosomal RNA gene, partial sequence 
gi|355 1 854|gb|AF076030. 1 |AF076030 [355 1 854] 

(View GenBank report,FASTA report , ASN.l report,Graphical view, or 657 nucleotide 
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neighbors ) 



□ 



AF044951 



Staphylococcus aureus repressor protein (rzcA) and transport protein (rzcB) genes, complete 



gi|3445565|gb|AF04495 1 . 1 |AF04495 1 [3445565] 

(View GenBank report, FAST A report , ASN A report , Graphical view,] MEDLINE link , or 2 
protein links ) 

□ AF044906 

Staphylococcus aureus isolate SA92 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|341 1 1 1 3|gb|AF044906. 1 |AF044906 [3411113] 

(View GenBank report, FASTA report t ASN.l report,Graphical view,] MEDLINE link, 7 
protein link, or 55 nucleotide neighbors ) 

□ AF044905 

Staphylococcus aureus isolate SA32 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|34 11111 |gbj AF044905. 1 1 AF044905 [3411111] 

(View GenBank report,FASTA report, ASN.l report, Graphical view , J MEDLINE link, 7 
protein link, or 55 nucleotide neighbors ) 

□ AF044904 

Staphylococcus aureus isolate SA22 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|341 1 109|gb| AF044904.1] AF044904 [341 1 109] 

(View GenBank report,F AST A report,ASNA report, Graphical view,] MEDLINE link, 7 
protein link, or 55 nucleotide neighbors ) 

□ AF044903 

Staphylococcus aureus isolate SA198 DNA topoisomerase IV subunit A (grlA) gene, partial 



gi|3411107|gb|AF044903.1|AF044903 [3411107] 

(View GenBank report , FASTA report, ASN.l report , Graphical view,] MEDLINE link, 7 
protein link, or 55 nucleotide neighbors ) 

□ AF044902 

Staphylococcus aureus isolate SA85 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|3411105jgbiAF044902.1!AF044902 [3411105] 

(View GenBank report,F AST A report,ASNA report, Graphical view,] MEDLINE link, 7 
protein link , or 55 nucleotide neighbors ) 

D AF044901 

Staphylococcus aureus isolate SA76 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|3411103|gb|AF044901.1|AF044901 [3411103] 

(View GenBank report , FASTA report , ASN.l report , Graphical view,! MEDLINE link , 7 
protein link , or 55 nucleotide neighbors ) 

□ AF044900 

Staphylococcus aureus isolate SA75 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|341 1 101|gb|AF044900. 1 |AF044900 [341 1101] 

(View GenBank report,F AST A report, ASN.l report , Graphical view,] MEDLINE link, 7 
protein link, or 55 nucleotide neighbors ) 



cds 



cds 
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E AF044899 

Staphylococcus aureus isolate R155 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|34 1 1 099|gb| AF044899. 1 1 AF044899 [34 1 1 099] 

(View GenBank report,FASTA report, ASN J report . Graphical view , ] MEDLINE link , ]_ 
protein link , or 55 nucleotide neighbors ) 

□ AF044898 

Staphylococcus aureus isolate SAM1 DNA topoisomerase IV subunit A (grlA) gene, partial 
cds 

gi|3411097|gb|AF044898.1|AF044898 [3411097] 

(View GenBank report,FASTA report, ASN J report, Graphical view , ! MEDLINE link, 7 
protein link, or 55 nucleotide neighbors ) 

n AF044897 

Staphylococcus aureus isolate SA74 DNA topoisomerase IV subunit A (grlA) gene, partial cds 
gi|3411095|gb|AF044897.1|AF044897 [3411095] 

(View GenBank report,FASTA report , ASN J report , Graphical view , ! MEDLINE link , 7 
protein link , or 55 nucleotide neighbors ) 

□ AF044075 

Staphylococcus aureus isolate sa92 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|3411091|gb|AF044075.1|AF044075 [3411091] 

(View GenBank report,F AST A report,ASNl report , Graphical view,! MEDLINE link, 7 
protein link, or 85 nucleotide neighbors ) 

□ AF044074 

Staphylococcus aureus isolate sa32 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|3411089|gb|AF044074.1|AF044074 [3411089] 

(View GenBank re port, F ASIA report, ASN. 1 report , Graphical view, ] MEDLINE link, 7 
protein link, or 85 nucleo tide nei ghbors ) 

□ AF044073 

Staphylococcus aureus isolate sa22 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|3411087|gb|AF044073.1|AF044073 [3411087] 

(View GenBank report,FASTA report, ASN. 1 report , Graphical view,! MEDLINE link, 7 
protein link , or 85 nucleotide neighbors ) 

n AF044072 

Staphylococcus aureus isolate sal 98 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|3411085|gb|AF044072.1|AF044072 [3411085] 

(View GenBank report,F AST A report , ASN.l report , Gra phical view,! MEDLINE link , 7 
protein link , or 85 nucleotide neighbors ) 

n AF044071 

Staphylococcus aureus isolate sa85 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|34 1 1 083 |gb| AF04407 1 . 1 1 AF04407 1 [3411083] 

(View GenBank report, FAST A report, ASN. 1 report, Graphical view,! MEDLINE link, 7 
protein link, or 87 nucleotide neighbors ) 
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□ AF044070 

Staphylococcus aureus isolate sa76 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|34 1 1 08 1 |gb| AF044070. 1 1 AF044070 [3411081] 

(View GenBank report,FASTA report , ASN.l report , Graphical view,! MEDLINE link , 7 
protein link, or 87 nucleotide neighbors ) 

□ AF044069 

Staphylococcus aureus isolate sa75 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|341 1079|gb| AF044069.1| AF044069 [341 1079] 

(View GenBank report, FASTA report, ASK 1 report , Graphical view,] MEDLINE link, 7 
protein link , or 85 nucleotide neighbors ) 

□ AF044068 

Staphylococcus aureus isolate R155 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|3411077|gb|AF044068.1|AF044068 [3411077] 

(View GenBank report , FASTA report , ASNl report , Graphical view , J MEDLINE link, 7 
protein link , or 85 nucleotide neighbors ) 

□ AF044067 

Staphylococcus aureus isolate SAM1 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|34 1 1 075 |gb| AF044067. 1 1 AF044067 [34 1 1 075] 

(View GenBank report , FASTA report, ASN.l report , Graphical view,] MEDLINE link , 7 
protein link, or 85 nucleotide neighbors ) 

□ AF044066 

Staphylococcus aureus isolate sa74 DNA gyrase subunit A (gyrA) gene, partial cds 
gi|341 1073|gb|AF044066. 1|AF044066 [341 1073] 

(View GenBank report, FASTA report, ASN.l report , Graphical view, ! MEDLINE link , 7 
protein link , or 85 nucleotide neighbors ) 



Staphylococcus aureus toxic shock syndrome toxin- 1 (tst), entero toxin (ent), and integrase (int) 
genes, complete cds 

gi|2689547|gb|U93688.1|U93688 [2689547] 

(View GenBank report, FAST A report , ASN.l report , Graphical view, 17 protein links, or 5 
nucleotide neighbors ) 

□ U93687 

Siaphylococcusaureus attachment site-for Tn557 
gi|2689546|gb|U93687.1|U93687 [2689546] 

(View GenBank report,F AST A report,ASN.l report , or Graphical view) 

□ AJ224764 

Staphylococcus aureus strain Newman clumping factor B (clfB) gene 
gi|33930 1 0|emb| AJ224764. 1 |S AA224764 [339301 0] 

(View GenBank report, FASTA report , ASN.l report , Graphical view, or 1 protein link ) 
G AF064774 

Staphylococcus aureus extracellular enterotoxin type I precursor (SEI) gene, complete cds 



□ 



U93688 
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gi|3323612|gb|AF064774.1|AF064774 [3323612] 

(View GenBank report.FASTA report ,ASN \1 report . Graphical view J MEDLINE link, or I 
protein link ) 

□ AF064773 

Staphylococcus aureus extracellular enterotoxin type G precursor (SEG) gene, complete cds 
gi|3323610|gb|AF064773.1|AF064773 [3323610] 

(View GenBank report, FASTA report , ASN.l report , Graphical view J MEDLINE link, 7 
protein link , or 2 nucleotide neighbors ) 

E Y14370 

Staphylococcus aureus RF3, murE, ypfP genes 
gi|3256221|emb|Y14370.1|SAY14370 [3256221] 

(View GenBank report, FAST A report, ASN A report , Graphical view, 3 protein links, or 2 
nucleotide neighbors ) 

□ AF065394 

Staphylococcus aureus enolase (eno) gene, complete cds 
gi|3 1 52724|gb| AF065394. 1 1 AF065394 [3 1 52724] 

(View GenBank report , FASTA report , ASN. I report , Graphical view, or J protein link ) 

□ AF062376 

Staphylococcus aureus strain E3452, unidentified sequence 2 

gi|3142435|gb|AF062376.1|AF062376 [3142435] 

(View GenBank report,F AST A report, ASN. J report, or Graphical view) 

□ AF062375 

Staphylococcus aureus strain E3452; unidentified sequence 1 

gi|3 142434|gb| AF062375. 1 1 AF062375 [3 142434] 

(View GenBank re port, FASTA report,ASN.l report, or Graphical view) 

□ AF062374 

Staphylococcus aureus strain W6652, unidentified sequence 2 
gi|3 142433|gb| AF062374. 1 |AF062374 [3 142433] 

(View GenBank report, FASTA report, ASN. 1 report , Graphical view, or 3 nucleotide neighbors 

) 

□ AF062373 

Staphylococcus aureus strain W6652, unidentified sequence 1 

gi|314243'2|gb|AF062373.1|AF062373 [3142432] 

(View GenBank report.F AST A report,ASN.l report, or Graphical view) 

E AB007500 

Staphylococcus aureus genes for penicillin-binding protein 1, MraY, MurD, partial and 
complete cds 

gi|2463558|dbj|AB007500.1|AB007500 [2463558] 

(View GenBank report.FASTA report.ASN.J report.Graphical view, J MEDLINE link, 5 
protein links, or 2 nucleotide neighbors ) 



□ Y09924 
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S. aureus serS gene 

gi| 1 83 52 1 7|emb| Y09924. 1 |S ASERS [1835217] 

(View GenBank report,FASTA report, ASN.l report . Graphical view, J MEDLINE link, I 
protein link, or 2 nucleotide neighbors ) 



Staphylococcus aureus novel antigen gene, complete cds 
gi|1488694|gb|U63529.1|SAU63529 [1488694] ■ 

(View GenBank report,FASTA report, ASN. J report , Graphical view J MEDLINE link , or 7 
protein link ) 

□ AF033191 

Staphylococcus aureus strain ATCC25923 clone pSa-442 Sau3AI fragment 
gi|2988485|gb|AF033 191.1 |AF033 191 [2988485] 

(View GenBank report,F AST A report,ASNI report, Graphical view, or J MEDLINE link ) 



□ U63529 
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GenBank report 



□ Y15856 

Staphylococcus aureus 16S rRNA gene 
gi|29503 1 8|emb|Yl 5856. 1 |SAY1 5856 [29503 1 8] 

(View GenBank report , FASTA report,ASN.l report, Graphical view , or 1320 nucleotide 
neighbors ) 

□ AB000439 

Staphylococcus aureus recG gene, complete cds 
gi|2826895|dbj|AB000439.1|AB000439 [2826895] 

(View GenBank report, FASTA report, ASN. J report graphical view , J MEDLINE link, or I 
protein link ) 



□ AF041467 

Staphylococcus aureus coenzyme A disulfide reductase gene, complete cds 
gi|2792489|gb|AF041467.1|AF041467 [2792489] 

(View GenBank report , FAST A report , ASN. J report , Graphical view, or 1 protein link ) 

□ Y14051 

Staphylococcus aureus mecA, mecRl, mecl genes and ORF168, ORF142, ORF44, ORF145 
and ORF224 

gi|2791983|emb|Y14051.1|SAMECARH [2791983] 

(View GenBank report,F AST A report, ASN 1 report , Graphical view, J MEDLINE link, 8 
protein links, or 31 nucleotide neighbors ) 



□ U82085 

Staphylococcus aureus plasmid pIP1633 pristinamycin resistance protein VgaB (vgaB) gene, 
complete cds 

gi!2769707!gb|U82085.1|SAU82085 [2769707] 

(View GenBank report , FASTA report , ASN. 1 report , Graphical view, 1 MEDLINE link ; or 7 
protein link ) 



□ AF026122 

Staphylococcus aureus plasmid pIM51 signal transduction protein (agrB) gene, partial cds; pre- 
pheromone (agrD) and mutant sensor protein (agrC) genes, complete cds; and transducer 
protein (agrA) gene, partial cds 
gi|2736224|gb|AF026122.1|AF026122 [2736224] 

(View GenBank report , F AST A report , ASN J report , Graphical view,4 protein links, or 4_ 
nucleotide neighbors ) 
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□ AF026121 

Staphylococcus aureus plasmid pIM50 signal transduction protein (agrB) gene, partial cds; pre- 
pheromone (agrD) and mutant sensor protein (agrC) genes, complete cds; and transducer 
protein (agrA) gene, partial cds 
gi|27362 1 9|gb| AF026 121.1 1 AF026 1 2 1 [2736219] 

(View GenBank report,F AST A report, ASN. J report , Graphical view, 4 protein links, or 5 
nucleotide neighbors ) 



□ AF026120 

Staphylococcus aureus plasmid pIM49 signal transduction protein (agrB) gene, partial cds; pre- 
pheromone (agrD) and mutant sensor protein (agrC) genes, complete cds; and transducer 
protein (agrA) gene, partial cds 
gi|2736214|gb|AF026120.1|AF026120 [2736214] 

(View GenBank report,FASTA report, ASN J report , Graphical view A protein links, or 5 
nucleotide neighbors ) 



□ AB009635 

Staphylococcus aureus DNA for Fmt, complete cds 
gi|2696795|dbj|AB009635.1|AB009635 [2696795] 

(View GenBank report , FASTA report,ASN. 1 report , Graphical view , 1 MEDLINE link, 7 
!;! protein link , or 2 nucleotide neighbors ) 

I? 

;; j □ AB006796 

Staphylococcus aureus genes for LukS-PV, LukF-PV and integrase, complete cds 
gi|2696710|dbj|AB006796.1|AB006796 [2696710] 

(View GenBank report ,F AST A report , ASN1 report , Graphical view,l MEDLINE link, or 3 
protein links ) 



□ U39769 

Staphylococcus aureus 16S-23S ribosomal RNA spacer region 
gi|2668542|gb|U39769.1|SAU39769 [2668542] 

(View GenBank re port,FASTA report , ASNJ report , Graphical view,l MEDLINE link , or 9 
nucleotide neighbors ) 

□ D00184 

Staphylococcus aureus gene for staphylocoagulase, complete cds 
gi|2 1 6976|dbj |D00 1 84. lfSTASC AG [2 1 6976] 

(View GenBank report,F AST A report, ASN.l report, Graphical view,l MEDLINE link, 1_ 
protein link, or 16 nucleotide neighbors ) 

E X56628 

Staphylococcus aureus qacA gene for antiseptic resistance protein 
gi|773395|emb|X56628. 1 |SAQACA [773395] 

(View GenBank report, FASTA report,ASNl report , Graphical view , ! MEDLINE link, or 2 
protein links ) 



□ AF033018 

Staphylococcus aureus ribosome recycling factor (frr) gene, complete cds 
gi|2645712|gb|AF033018.1|AF033018 [2645712] 

(View GenBank report, FASTA report, ASN1 report, Graphical view, or 1 protein link ) 
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□ AF034076 

Staphylococcus aureus UDP-N-acetylmuramoyl-L-alanine synthetase (murC) gene, complete 
cds 

gi|2642658|gb|AF034076.1|AF034076 [2642658] 

(View GenBank report,FASTA report, ASN.l report , Graphical view, or 1 protein link ) 

□ D82063 

Staphylococcus aureus gene for lipophilic protein, partial cds 
gi|2641997|dbj|D82063.1|D82063 [2641997] 

(View GenBank report , FASTA report, ASN.l report , Graphical view , ] MEDLINE link, 1_ 
protein link, or 2 nucleotide neighbors ) 

D D76414 

Staphylococcus aureus gene for histidyl-tRNA synthetase, ppGpp hydrolase, lytic enzyme, 
complete cds 

gi|2580431|dbj|D76414.1|D76414 [2580431] 

(View GenBank report,FASTA report, ASN J report graphical view,! MEDLINE link , 5 
protein links, or 2 nucleotide neighbors ) 

□ U57060 

Staphylococcus aureus scdA gene, complete cds 
gi|1575060|gb|U57060.1|SAU57060 [1575060] 

(View GenBank report , FASTA report, ASN A report,Graphical view,] MEDLINE link, 2 
protein links, or 2 nucleotide neighbors ) 

□ D89066 

Staphylococcus aureus DNA for DnaA, complete cds 
gi| 1 854450|dbj |D89066. 1 |D89066 [ 1 854450] 

(View GenBank report,FASTA report,ASN.] report , Gra phical view , 2 MEDLINE links, or I 
protein link) 

£ U85095 

Staphylococcus aureus strain KSI9051 agr signal transduction pathway genes: AgrB (agrB) 
gene, partial cds; pre-pheromone AgrD (agrD) and truncated sensor protein AgrC-31 (agrC) 
genes, complete cds; and transducer protein Agr A (agr A) gene, partial cds 
gi|1916237|gb!U85095.1|SAU85095 [1916237] 

(View GenBank report,FASTA report, ASN] report, Graphical view, 4 protein links, or 4 
nucleotide neighbors ) 

E U85097 

Staphylococcus aureus strain RN4282 agr signal transduction pathway genes: AgrB (agrB) 
gene, partial cds,pre-pheromone AgrD (agrD) and sensor protein AgrC (agrC) genes, complete 
cds, and transducer protein Agr A (agr A) gene, partial cds 
gi| 1 9 1 6245|gb|U85097. 1 |S AU85097 [1 91 6245] 

(View GenBank report , FASTA report , ASN, 1 report , Graphical view ,4 protein links, or 4 
nucleotide neighbors ) 

E U85096 

Staphylococcus aureus strain KSI54 agr signal transduction pathway genes: AgrB (agrB) gene, 
partial cds, pre-pheromone AgrD (agrD) and sensor protein AgrC (agrC) genes, complete cds, 
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and transducer protein AgrA (agrA) gene, partial cds 
gi| 1 9 1 624 1 |gb|U85096. 1 |S AU85096 [ 1 9 1 6241 ] 

(View GenBank report.FASTA report.ASN.l report, Graphical view, 4 protein links, or 4 
nucleotide neighbors ) 



Staphylococcus aureus DNA for N-acetyl-glucosaminidase, partial cds 
gi|2506026|dbj|D42078.1 |D42078 [2506026] 

(View GenBank report . FASTA report.ASN.l report . Graphical view, l protein link , or 3 
nucleotide neighbors ) 

□ AF015929 

Staphylococcus aureus 16S ribosomal RNA gene, partial sequence 
gi|2353761|gb|AF015929.1|AF015929 [2353761] 

(View GenBank report.FASTA report.ASN.l report . Graphical view, or 1195 nucleotide 
neighbors ) 

□ D 10369 

Staphylococcus aureus gene for glutamic acid-specific protease, partial cds 
gi|2344764|dbj|D10369.1|D10369 [2344764] 

(View GenBank report . FASTA report.ASN.l report.Graphical view , ! MEDLINE link , 7 
protein link, or 3 nucleotide neighbors ) 

□ A48955 

Sequence 2 from Patent WO9604380 
gi|2302593|emb|A48955.1|A48955 [2302593] 

(View GenBank report.FASTA report.ASN.l report.Graphical view, or 11 nucleotide 
neighbors ) 

□ A48501 

Sequence 3 from Patent WO9603516 
gi|2302280|emb|A48501 . 1 |A48501 [2302280] 

(View GenBank report . FASTA report . ASN.l report . Graphical view.l protein link , or 6 
nucleotide neighbors ) 

□ A48500 

Sequence 2 from Patent WO9603516 
gi|2302278|emb|A48500. 1 |A48500 [2302278] 

(View GenBank report.FASTA report.ASN.l report.Graphical view . l protein link, or 45 
nucleotide neighbors ) 

□ A48499 

Sequence 1 from Patent WO9603516 
gi|2302277|emb|A48499. 1 1 A48499 [2302277] 

(View GenBank report.FASTA report.ASN.l re port. Graphical view , or 44 nucleotide 
neighbors ) 

□ A47600 

Sequence 13 from Patent EP0688873 
gi|2301548|emb|A47600.1|A47600 [2301548] 

( View GenBank report.FASTA report.ASN.l report, or Graphical view) 



□ D42078 
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□ A47599 

Sequence 12 from Patent EP0688873 
gi|2301 547|emb|A47599. 1 |A47599 [2301 547] 

(View GenBank report , FASTA report.ASN.I report , or Graphical view) 



D A47598 

Sequence 1 1 from Patent EP0688873 
gi|2301 546|emb|A47598. 1|A47598 [2301 546] 

(View GenBank report, FASTA report.ASN. I report , or Graphical view) 



C A47597 

Sequence 10 from Patent EP0688873 
gi|2301 545|emb|A47597. 1 |A47597 [2301 545] 

(View GenBank report.FASTA report . ASN.I report , or Graphical view) 



□ A47596 

Sequence 9 from Patent EP0688873 
gi|2301544|emb|A47596.1|A47596 [2301544] 

(View GenBank report.FASTA report.ASN.I report , or Graphical view) 

0 ,_ 

\!;s U A47595 

,|;; Sequence 8 from Patent EP0688873 

Q gi|2301543|emb|A47595.1|A47595 [2301543] 

\\ (View GenBank report . FASTA report . ASN. J report , or Graphical view) 

U:I 

O A47594 

*' 1= Sequence 7 from Patent EP0688873 

gi|2301542|emb|A47594.1|A47594 [2301542] 
C} (View GenBank report.FASTA report.ASN.I report, or Graphical view) 



its □ A44534 

Jri Sequence 1 0 from Patent W095 1 3395 

J gi|2299352|emb|A44534.1|A44534 [2299352] 

v " (View GenBank report . FASTA report.ASN. 1 report, or Graphical view) 



□ A44533 

Sequence 9 from Patent W095 13395 
gi|229935 1 |emb| A44533 . 1 |A44533 [229935 1 ] 

(View GenBank report . FASTA report.ASN.I report , or Graphicdl'view) 



□ A44529 

Sequence 5 from Patent W095 13395 
gi|2299347|emb|A44529. 1 |A44529 [2299347] 

(View GenBank report . FASTA report.ASN.I rep ort, or Graphical view ) 



O A44528 

Sequence 4 from Patent W095 13395 
gi|2299346|emb|A44528.1|A44528 [2299346] 
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(View Gen Bank report, FAST A report, ASN J report , or Graphical view) 



□ A44527 

Sequence 3 from Patent W095 13395 
gi|2299345|emb| A44527. 1 1 A44527 [2299345] 

(View GenBank report, FASTA report , ASNA report , or Graphical view) 

□ A44526 

Sequence 2 from Patent W095 13395 
gi|2299344|emb|A44526. 1 1 A44526 [2299344] 

(View GenBank report,F AST A report , ASNA report, Graphical view, or 11 nucleotide 
neighbors) 

□ A44525 

Sequence 1 from Patent W095 13395 
gi|2299343|emb|A44525.1|A44525 [2299343] 

(View GenBank report , FASTA report , ASN. 1 report, or Graphical view) 



□ A39696 

Sequence 9 from Patent W09418327 
1 gi|2295954|emb| A39696. 1 1 A39696 [2295954] 

(View GenBank report, FAST A report, ASN. 1 report, Graphical view, or 11 nucleotide 
neighbors ) 



□ AF001783 

Staphylococcus aureus strain RN8462 AgrB (agrB), AgrD (agrD) and AgrC (agrC) genes, 
complete cds 

gi|2258297|gb|AF001783.1|AF001783 [2258297] 

(View GenBank report,F AST A report , ASN. 1 report , Graphical view , l MEDLINE link , 3 
protein links, or 4 nucleotide neighbors ) 



Staphylococcus aureus strain SA502A AgrB (agrB), AgrD (agrD) and AgrC (agrC) genes, 
complete cds 

gi|2258293|gb|AF001782.1|AF001782 [2258293] 

(View GenBank report,F AST A report, ASN. 1 report, Graphical view,! MEDLINE link, 3 
protein links, or 3 nucleotide neighbors ) 



Staphylococcus aureus peptidoglycan hydrolase (lytM) gene, complete cds 
gi|2239273|gb|L77194.i|STALYTM [2239273] ' " 

(View GenBank report t FASTA report , ASN.l report , Graphical view,l MEDLINE link , or 7 
protein link ) 

□ AF003593 

Staphylococcus aureus CspC (cspC) gene, complete cds 
gi|2226348|gb|AF003593. 1 |AF003593 [2226348] 

(View GenBank report,F AST A report,ASNl report,Graphical view,l protein link, or 26 
nucleotide neighbors ) 



□ AF001782 



□ L77194 
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□ AF003592 

Staphylococcus aureus CspB (cspB) gene, complete cds 
gi|2226346|gb| AF003592. 1 |AF003592 [2226346] 

(View GenBank report.FASTA report,ASN.l report . Graphical view, J protein link , or T2 
nucleotide neighbors ) 



S. aureus genes crtM and crtN 
gi|2224840|emb|X73889.1|SAPlP2 [2224840] 

(View GenBank report t FASTA report,ASN.l report t Graphical view J MEDLINE link, 2 
protein links , or 2 nucleotide neighbors ) 



□ X73889 
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□ X74219 

S. aureus gene for isoleucyl-tRNA synthetase 
gi|437915|emb|X74219.1|SAILES [437915] 

(View GenBank report , F AST A report , ASNA report , Gra phical view , J MEDLINE link, 7- 
protein link, or 2 nucleotide neighbors ) 

□ Y10419 

S. aureus gene encoding outer surface binding 70kD protein, partial 
gi|2 1 90506|emb| Y 1 04 1 9. 1 |S AOSB70KD [2 1 90506] 

(View GenBank report, FAST A report,ASN.l report, Graphical view, or 1 protein link ) 

□ M63177 

S. aureus sigma factor (plaC) gene, complete cds 
gi|153068|gb|M63177.1|STAPLAC [153068] 

(View GenBank report , F AST A report t ASN.l report , Graphical view , 2 MEDLINE links, 7 
protein link , or 2 nucleotide neighbors ) 



□ E08773 

DNA encoding Protein A 
gi|2176885|dbj|E08773.1|E08773 [2176885] 

(View GenBank report,! 7 AS! A report, ASN1 report , Graphical view, or 33 nucleotide 
neighbors) 



□ E07163 

Partial sequence of Staphylococcus aureus 
gi|2 17531 0|dbj |E07 163.1 [E07 1 63 [2175310] 

(View GenBank report , FAST A report , ASNA report , Gra phical view, or 2 nucleotide neighbors 

) - - 



□ E07162 

Partial sequence of Staphylococcus aureus 
gi|2 1 75309|dbj |E07 1 62. 1 |E07 1 62 [2 1 75309] 

(View GenBank report , FASTA report,ASN.l report, or Graphical view) 



□ E07161 

Partial sequence of Staphylococcus aureus 
gi|2 1 75308|dbj|E07 161.1 |E07 1 6 1 [2 1 75308] 

(View GenBank report . F AST A report . ASN.l report , or Graphical view) 
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□ E07160 

Partial sequence of Staphylococcus aureus 
gi|2 1 75307|dbj |E07 1 60. 1 |E07 1 60 [2175307] 

(View GenBank report t FASTA report , ASN 1 report , or Graphical view) 

E E07159 

Partial sequence of Staphylococcus aureus 
gi|2 1 75306|dbj|E07 1 59. 1 |E07 159 [2175306] 

(View GenBank report,F AST A report t ASN.J report, or Graphical view) 

□ E07158 

Partial sequence of Staphylococcus aureus 
gi|2 1 75305|dbj|E07 158.1 |E071 58 [2175305] 

(View GenBank report , F AST A report, ASN. 1 report , or Graphical view) 

□ E07157 

Partial sequence of Staphylococcus aureus 
gi|2175304|dbj|E07157.1|E07157 [2175304] 

(View GenBank report, f 7 AS! A report,ASNA report , Graphical view, or 89 nucleotide 
neighbors ) 

□ E07156 

Partial sequence of Staphylococcus aureus 
gi|2175303|dbj|E07156.1|E07156 [2175303] 

(View GenBank re port, FAST A report,ASN.l report, Graphical view, or 128 nucleotide 
nei ghbors ) 

C E07155 

Partial sequence of Staphylococcus aureus 
gi|2175302|dbj|E07155J|E07155 [2175302] 

(View GenBank report,FASTA report, ASN. J report,Graphical view, or 152 nucleotide 
neighbors ) 

□ E03836 

DNA encoding V8 protease 

gij2 1 72050jdbj iE03836. 1 |E03836 [2 1 72050] 

(View GenBank report,FASTA report , ASN. 1 report , or Graphical view ) 

D E03835 

DNA encoding V8-like protease 
gi|2172049|dbj|E03835.1|E03835 [2172049] 

(View GenBank report,FASTA report, ASN. 1 report,Graphical view, or 3 nucleotide neighbors 

■ ; 

□ E03526 

gDNA encoding protein A 
gi|2171742|dbj|E03526.1|E03526 [2171742] 

(View GenBank report.FASTA report . ASN.l report . Graphical view , or 50 nucleotide 
neighbors ) 
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□ E02873 

DNA encoding staphylokinase(SAK) 
gi|2171098|dbj|E02873.1|E02873 [2171098] 

(View GenBank report , FASTA report , ASN.l report . Graphical view, or 10 nucleotide 
neighbors ) 

□ E01690 

Genomic DNA of protein A of staphylococcus aureus 
gi|2 1 69943 |dbj |E0 1 690. 1 |E01 690 [2 1 69943] 

(View GenBank report.FASTA report, ASN.l report, Graphical view, or 54 nucleotide 
neighbors ) 

□ E00876 

DNA fragment comprising a promoter of sak gene and the region coding the signal peptide 
gi|2169137|dbj|E00876.1|E00876 [2169137] 

(View GenBank report , FASTA report,ASN.l reporttGraphical view , or 10 nucleotide 
neighbors ) 

E E00203 

DNA sequence of protein A-like molecule 
gi|2 1 68499|dbj |E00203 . 1 |E00203 [2 1 68499] 

(View GenBank report,FASTA report, ASK 1 report, Graphical view, or 33 nucleotide 
neighbors ) 

□ D83951 

Staphylococcus aureus DNA for LukM component, LukF-PV like component, complete cds 
gi|1230553|dbj|D83951.1|STALUK [1230553] 

(View GenBank report, FAST A report , ASN.l report , Graphical view, or 2 protein links ) 
E D 17.366 

Staphylococcus aureus atl gene for autolysin, complete cds and other ORFs 
gi|643603|dbj |D 1 7366. 1 |STAATLA [643603] 

(View GenBank report , FASTA report , ASN.l report .Graphical view,l MEDLINE link , 4 
protein links, or 4 nucleotide neighbors ) 

□ D42144 

Staphylococcus aureus gene for LUKM, complete cds 
gi|577648|dbj|D42144.1|STAPLUKM [577648] 

(View GenBank report,F AST A report , ASNJ report t Graphical view, or 1 protein link ) 
G D42143 

Staphylococcus aureus hlg2 gene for gamma-hemolysin, complete cds 
gi|577646|dbj|D42143.1|STAHLG2 [577646] 

(View GenBank report,F AST A report.ASN.l report t Graphical view , ! MEDLINE link, or 7 
protein link ) 

□ D10489 

Staphylococcus aureus genes for DNA gyrase A and B, complete cds 
gi|540540|dbj|D 1 0489. 1 |STAGYRABA [540540] 



http://www.ncbi.nlm.nih.gov 



6/18/99 



PubMed nucleotide query Page 4 of 7 



(View GenBank report,FASTA report, ASN.l report graphical view , 2 MEDLINE links, 2 
protein links, or 113 nucleotide neighbors ) 

□ D21131 

Staphylococcus aureus gene for a participant in homogeneous expression of high-level 

methicillin resistance, complete cds 

gi|53 1 264|dbj |D2 1 1 3 1 . 1 |STASRM55 1 A [53 1 264] 

(View GenBank report, FASTA report , ASNl report , Graphical view J MEDLINE link, 7 
protein link , or 2 nucleotide neighbors ) 



□ D30690 

Staphylococcus aureus genes for ORF37; HSP20; HSP70; HSP40; ORF35, complete cds 
gi|487326|dbj|D30690. 1 |STANHS [487326] 

(View GenBank report,FASTA report, ASN.l report, Graphical view,! MEDLINE link, 5 
protein links , or 6 nucleotide neighbors ) 



□ D14711 

Staphylococcus aureus HSP10 and HSP60 genes 
gi|44 1 206|dbj |D 1 47 1 1 . 1 |STAHSP [441206] 

(View GenBank report^ AST A report , ASN.l report , Graphical view, 2 protein links , or 5 
nucleotide neighbors ) 



□ D90119 

S. aureus nor A gene 

gi|2 1 6974|dbj |D90 119.1 |STANORA [2 1 6974] 

(View GenBank report,FASTA report , ASNl report, Graphical view , l MEDLINE link, 7 
protein link, or 3 nucleotide neighbors ) 

□ D00730 

S. aureus glutamic acid specific protease (EC 3.4.21.19) gene 
gi|2 1 6970|dbj|D00730. 1 |STAGASP [2 1 6970] 

(View GenBank report , FASTA report, ASN.l report, Graphical view , l MEDLINE link , 7 
protein link , or 3 nucleotide neighbors ) 

C D83357 

Staphylococcus aureus (strain ATCC12600T) gene, for 16S rRNA, partial sequence 
gi|1199939|dbj|D83357.1|STA16SRR05 [1199939] 

(View GenBank report,FASTA report, ASN.l report , Graphical view, or 1284 nucleotide 
neighbors ) 

C D83356 

Staphylococcus aureus (strain OA1) gene for 16S rRNA, partial sequence 
gi|1199938|dbj|D83356.1|STA16SRR04 [1199938] 

(View GenBank report,FASTA report , ASN.l report , Graphical view, or 1284 nucleotide 
neighbors ) 

□ D83355 

Staphylococcus aureus (strain ATCC35844T) gene for 16S rRNA, partial sequence 
gi|1199937|dbj|D83355.1|STA16SRR03 [1199937] 

(View GenBank report,FASTA report, ASN.l report, Graphical view, or 1285 nucleotide 
neighbors ) 



http://www.ncbi.nlm.nih.gov 6/18/99 



PubMed nucleotide query 



Page 5 of 7 



□ D83354 

Staphylococcus aureus (strain Kitami) gene for 16S rRNA, partial sequence 
gi|1199936|dbj|D83354.1|STA16SRR02 [1199936] 

(View GenBank report,F AST A report , ASN.l report , Graphical view, or 1284 nucleotide 
neighbors ) 

□ D83353 

Staphylococcus aureus (strain FU16A2) gene for 16S rRNA, partial sequence 
gi|1199935|dbj|D83353.1|STA16SRR01 [1199935] 

(View GenBank report,FASTA report , ASN.l report , Graphical view, or 1284 nucleotide 
neighbors) 

□ D12572 

Staphylococcus aureus rrnA gene for 23 S ribosomal RNA 
gi|216969|dbj|D12572.1|STA23SRNA [216969] 

(View GenBank report , FAST A report , ASN.l report, Graphical view,] MEDLINE link, or 54 
nucleotide neighbors ) 

□ D86727 

Staphylococcus aureus DNA for DNA polymerase III, complete cds 
gi|1483181|dbj|D86727.1|D86727 [1483181] 

(View GenBank report,F AST A report, ASN J report graphical view, J protein link, or 2 
nucleotide neighbors ) 

□ D86240 

Staphylococcus aureus gene for unkown function and dlt operon dltA, dltB, dltC and dltD 
genes,complete cds 

gi|1405333|dbj|D86240.1|D86240 [1405333] 

(View GenBank report,FASTA report, ASN.l report graphical view , 5 protein links, or 2 
nucleotide neighbors ) 

E D67075 

Staphylococcus aureus DNA for DNA topoisomerase IV GrlB subunit, DNA topoisomerase IV 
GrlA subunit, complete cds 
gi|1777319|dbj|D67075.1|D67075 [1777319] 

(View GenBank report,FASTA report,ASNl report , Graphical view, 2 MEDLINE links, 2 
protein links, or 41 nucleotide neighbors ) 

D D67074 

Staphylococcus aureus DNA for DNA topoisomerase IV GrlB subunit, DNA topoisomerase IV 

GrlA subunit, complete cds 

gi| 1 7773 1 6|dbj |D67074. 1 |D67074 [ 1 7773 1 6] 

(View GenBank report,FASTA report , ASN 1 report , Graphical view , 2 MEDLINE links , 2 
protein links , or 41 nucleotide neighbors ) 

E U97062 

Staphylococcus aureus NCTC 8325 SecA (secA) gene, complete cds 
gi|2078389|gb|U97062.1|SAU97062 [2078389] 

(View GenBank report,FASTA report , ASN.l report , Graphical viewj protein link, or 2 
nucleotide neighbors ) 
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□ U96620 

Staphylococcus aureus NCTC 8325 ribosomal protein L30 (L30), ribosomal protein LI 5 (LI 5) 
and SecY (secY) genes, complete cds 
gi|2078379|gb|U96620.1|SAU96620 [2078379] 

(View GenBank report, FASTA report , ASN.l report .Graphical view , or 3 protein links ) 
E U96619 

Staphylococcus aureus NCTC 8325 SecE (secE), NusG (nusG) and RplK (rplK) genes, 
complete cds 

gi|2078375|gb|U96619.1|SAU96619 [2078375] 

(View GenBank report,FASTA report, ASN. J report , Graphical view, or 3 protein links ) 

□ Z84573 

S. aureus dihydropteroate synthase gene 
gi|2058355|emb|Z84573.1|SADHPS01 [2058355] 

(View GenBank report , FASTA report , ASN.l report , Graphical view , or 1 protein link ) 
D AB001896 

Staphylococcus aureus DNA for sigma70 operon, complete cds 
gi| 1 94399 1 |dbj | AB00 1 896. 1 1 AB00 1 896 [1943991] 

(View GenBank report,FASTA report,ASN.l report , Graphical view , 4 protein links, or 2 
nucleotide neighbors ) 

□ Y07645 

S. aureus sigB gene 

gi|1934986|emb|Y07645.1|SASIGFACB [1934986] 

(View GenBank report , FASTA report, ASN.l report , Graphical view , J MEDLINE link, 6 
protein links , or 3 nucleotide neighbors ) 



Staphylococcus aureus alkyl hydroperoxide reductase subunit C (aphC) and subunit F (aphF) 
genes, complete cds 

gi| 1 9 1 63 1 5 |gb|U9244 1 . 1 |S AU9244 1 [1916315] 

(View GenBank report , FAST A report, ASN.l report, Graphical view , ! MEDLINE link, or 2 
protein links ) 



Staphylococcus aureus teichoic acid biosynthesis TagB gene, partial cds and TagX and TagD 
genes, complete cds 

gij 1 9 1 3904jgb|U9 1 741 .1 jS AU9 1741 [19 1 3904] 

(View GenBank report , FASTA report , ASN.l report , Graphical view , 3 protein links , or J 
nucleotide neighbors ) 

□ U29454 

Staphylococcus aureus penicillin binding protein 4 (pbpD) gene, complete cds 
gi|1905928|gb|U29454.1|SAU29454 [1905928] 

(View GenBank report, FASTA report ASN.l report, Graphical view,l MEDLINE link, 7 
protein link; or 5 nucleotide neighbors ) 



□ U92441 



□ U91741 
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□ U29478 

Staphylococcus aureus ABC transporter-like protein AbcA (abcA) gene, complete cds 
gi| 1 84 1 5 1 3|gb|U29478. 1 |S AU29478 [ 1 84 1 5 1 3] 

(View GenBank report t F AST A report P ASN.l report , Graphical view J MEDLINE link , 7 
protein link, or 2 nucleotide neighbors ) 

This is page 5 of 12. 
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□ U73374 

Staphylococcus aureus type 8 capsule genes, cap8A, cap8B, cap8C, cap8D, cap8E, cap8F, 
cap8G, cap8H, cap8I, cap8J, cap8K, cap8L, cap8M, cap8N, cap80, cap8P, complete cds 
gi|1657639|gb|U73374.1|SAU73374 [1657639] 

(View GenBank report,FASTA report , ASN. J report graphical view ,2 MEDLINE links , or 16 
protein links ) 



□ U38429 

Staphylococcus aureus chloramphenicol resistance plasmid pKH7, complete sequence 
gi| 1 73 1 45 1 |gb|U3 8429. 1 |S AU38429 [1731451] 

(View GenBank report } FASTA report, ASN. 1 report , Graphical view ,3 protein links, or 11 
nucleotide neighbors ) 

□ U81980 

Staphylococcus aureus plasmid pKH4 replication protein Rep (rep) and quaternary ammonium 
compounds resistance protein Qac genes, complete cds 
gi| 1 848267|gb|U8 1 980. 1 |S AU8 1 980 [ 1 848267] 

(View GenBank report,FASTA report, ASN. 1 report , Graphical view, 2 protein links, or 3 
nucleotide neighbors ) 

□ X55185 

S. aureus hla gene for truncated alpha-toxin 
gij46745|emb|X55 1 85 . 1 |S ATAT [46745] 

(View GenBank report, FAST A report , ASN. 1 report , Graphical view , l MEDLINE link , 7 
protein link , or 3 nucleotide neighbors ) 

□ V01278 

S.aureus plasmid pE194 ORF's A,B,C,D,E, and F 
gi|46555|emb|V01278.1|SAE194 [46555] 

(View GenBank report,FASTA report, ASN. 1 report, Graphical view , 3 MEDLINE links, 6 
protein links , or 21 nucleotide neighbors ) 
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L42945 



Staphylococcus aureus lytS and lytR genes, complete cds 
gi| 1 854576|gb|L42945 . 1 |STALYTS [ 1 854576] 

(View GenBank report , FASTA report,ASN.l report, Graphical view,! MEDLINE link, 2 
protein links, or 3 nucleotide neighbors ) 
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E U31979 

Staphylococcus aureus chorismate synthase (aroC) and nucleoside diphosphate kinase (ndk) 
genes, complete cds, dehydroauinate synthase (aroB) and geranylgeranyl pyrophosphate 
synthetase homolog (gerCC) genes, partial cds 
gi|987495|gb|U3 1 979. 1 |S AU3 1 979 [987495] 

(View GenBank report 'FAST A report , ASN. J report . Graphical view,! MEDLINE link , or 4 
protein links ) 

D X91786 

S. aureus abcA, pbp4, and tagD genes 
gi|1262135|emb|X91786.1|SAPBP4GEN [1262135] 

(View GenBank report, FAST A report, ASN. J report,Graphical view,] MEDLINE link, 3 
protein links , or 6 nucleotide neighbors ) 

□ U36912 

Staphylococcus aureus plasmid J3356::POX7;3, complete sequence 
gi|1045528|gb|U36912.1|SAU36912 [1045528] 

(View GenBank report , FASTA report,ASNl report , Graphical view , J MEDLINE link, I 
protein link , or 76 J nucleotide neighbors ) 

C U36911 

Staphylococcus aureus plasmid J3356::POX7;l, complete sequence 
gi|1045526|gb|U36911.1|SAU36911 [1045526] 

(View GenBank report,FASTA report, ASN J report,Graphical view, J MEDLINE link, / 
protein link, or 759 nucleotide neighbors ) 

□ U36910 

Staphylococcus aureus plasmid J3358, complete sequence 
gi|1045523|gb|U36910.1|SAU36910 [1045523] 

(View GenBank report , FASTA report,ASNA report , Graphical view,l MEDLINE link, 2 
protein links, 23 nucleotide neighbors, or J genome link ) 

C U64885 

Staphylococcus aureus ribonuclease P RNA (rnpB) gene, partial sequence 
gi|1498078|gb|U64885.1|SAU64885 [1498078] 

(View GenBank report,FASTA report, ASN. 1 report , Graphical view,! MEDLINE link, or 2 
nucleotide neighbors ) 



- □ U76872 

Staphylococcus aureus isolate EMRSA-9 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 54|gb|U76872. 1 |S AU76872 [1753154] 

(View GenBank report,FASTA report , ASN J report , Graphical view, or 8 nucleotide neighbors 
) 

D U76871 

Staphylococcus aureus isolate EMRSA-9 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753153|gb|U76871.1|SAU76871 [1753153] 

(View GenBank report, FAST A report, ASN. 1 report , Graphical view, or 3 nucleotide neighbors 
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□ U76870 

Staphylococcus aureus isolate EMRSA-2 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 52|gb|U76870. 1 |S AU76870 [1 753 1 52] 

(View GenBank report , FASTA report , ASN.l report , Graphical view, or JO nucleotide 
neighbors) 

□ U76869 

Staphylococcus aureus isolate EMRSA-2 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753151|gb|U76869.1|SAU76869 [1753151] 

(View GenBank report,FASTA report,ASN.l report , Graphical view, or 10 nucleotide 
neighbors ) 

□ U76868 

Staphylococcus aureus isolate EMRSA-16 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753150|gb|U76868.1|SAU76868 [1753150] 

(View GenBank report , FASTA report, ASN.l report , Gra phical view , or JO nucleotide 
neighbors ) 

E U76867 

Staphylococcus aureus isolate EMRSA-16 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 49|gb|U76867. 1 |S AU76867 [1 753 149] 

(View GenBank report,FASTA report , ASN. J report , Graphical view , or 4 nucleotide neighbors 
) 

□ U76866 

Staphylococcus aureus isolate EMRSA-15 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 48|gb|U76866. 1 |S AU76866 [1 753 1 48] 

(View GenBank re port, F AST A report , ASN. J report , Graphical view, or 1 J nucleotide 
nei ghbors ) 

E U76865 

Staphylococcus aureus isolate EMRSA-5 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753147|gb|U76865.1|SAU76865 [1753147] 

(View GenBank report, F'ASTA'report, ASN.l report , Graphical view, or 10 nucleotide 
neighbors ) 

□ U76864 

Staphylococcus aureus isolate EMRSA-12 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 46|gb|U76864. 1 |S AU76864 [1 753 146] 

(View GenBank report , FASTA report,ASNA report, Graphical view , or 7 nucleotide neighbors 

) 
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G U76863 

Staphylococcus aureus isolate EMRSA-6 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 17531 45 |gb|U76863 . 1 |S AU76863 [1753145] 

(View GenBank report, FASTA report, ASN.l report t Graphical view , or 11 nucleotide 
neighbors ) 

□ U76862 

Staphylococcus aureus isolate EMRSA-10 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 44|gb|U76862. 1 |S AU76862 [ 1 753 144] 

(View GenBank report,FASTA report, ASN.l report, Graphical view, or 10 nucleotide 
neighbors ) 

□ U76861 

Staphylococcus aureus isolate Jevons coagulase gene, VNTR sequence, sequence tagged site 
gi| 1 753 1 43 |gb|U7686 1 . 1 |S AU7686 1 [1753143] 

(View GenBank re port, FASTA report,ASN.l report, Graphical view , or 8 nucleotide neighbors 
) 

□ U76860 

Staphylococcus aureus isolate EMRSA-3 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 17531 42|gb|U76860. 1 |S AU76860 [ 1 753 1 42] 

(View GenBank report, FASTA report, ASN J report, or Graphical view) 

□ U76859 

Staphylococcus aureus isolate EMRSA-14 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 41 |gb|U76859. 1 |S AU76859 [1753141] 

(View GenBank re port , F AST A report,ASN.l report , Gra phical view , or 11 nucleotide 
neighbors) 

□ U76858 

Staphylococcus aureus German coagulase gene, VNTR sequence, sequence tagged site 
gi|1753140|gb|U76858.1|SAU76858 [1753140] 

(View GenBank reports AST A report, ASN.l report, or Graphical view ) 

□ U76857 

Staphylococcus aureus isolate ns42e eoaeulase eene. - VNTR-sequence, sequence tagged site 
gi|1753139|gb|U76857.1|SAU76857 [1753139] w 

(View GenBank report,FASTA report, ASN.l report , Graphical view , or 7 nucleotide neighbors 
) 

G U76856 

Staphylococcus aureus isolate EMRSA-7 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753138|gb|U76856.1|SAU76856 [1753138] 

(View GenBank report,F AST A report,ASNl report, Graphical view, or 10 nucleotide 
neighbors ) 
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D U76855 

Staphylococcus aureus isolate EMRSA-1 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 37|gb|U76855. 1 |SAU76855 [ 1 753 137] 

(View GenBank report . FASTA report,ASN.l report .Graphical view, or 7 nucleotide neighbors 

) 

C U76854 

Staphylococcus aureus isolate EMRSA-4 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 36|gb|U76854. 1 |S AU76854 [1753136] 

(View GenBank report.FASTA report.ASN.l report.Graphical view, or 7 nucleotide neighbors 
) 

E U76853 

Staphylococcus aureus isolate EMRSA-1 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753135|gb|U76853.1|SAU76853 [1753135] 

(View GenBank report,FASTA report . ASN.l report , Graphical view , or 8 nucleotide neighbors 
) 

D U76852 

Staphylococcus aureus isolate EMRSA-1 1 coagulase gene, VNTR sequence, sequence tagged 
site 

gi|1753134|gb|U76852.1|SAU76852 [1753134] 

(View GenBank report.FASTA report.ASN.l report, Graphical view , or 8 nucleotide neighbors 
) 

C U76851 

Staphylococcus aureus isolate EMRSA-1 5 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 133 |gb|U7685 1 . 1 |S AU7685 1 [1753133] 

(View GenBank report.FASTA report.ASN.l report, Graphical view , or 8 nucleotide neighbors 
) 

D U76850 

Staphylococcus aureus isolate n s 71 coagulase ^ene, VNTR sequence, sequence ta^^ed site 

gi|17~53732^ " " n °°~ 

(View GenBank report.FASTA report . ASN.l report.Graphical view, or 7 nucleotide neighbors 

) ........ .. . . 

□ U76849 

Staphylococcus aureus isolate EMRSA-1 3 coagulase gene, VNTR sequence, sequence tagged 
site 

gi| 1 753 1 3 1 |gb|U76849. 1 |S AU76849 [ 1 753 1 3 1 ] 

(View GenBank report.FASTA report . ASN.l report.Graphical view , or 7 nucleotide neighbors 
) 

D U76848 

Staphylococcus aureus isolate EMRSA-1 5 coagulase gene, VNTR sequence, sequence tagged 
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site 



gi| 1 753 1 30|gb|U76848. 1 |S AU76848 [ 1 753 1 30] 

(View GenBank report , FASTA report, ASN. J report , Graphical view, or 8 nucleotide neighbors 

) 



Staphylococcus aureus isolate EMRSA-15 coagulase gene, VNTR sequence, sequence tagged 



gi|l 753 1 29|gb|U76847. 1 |SAU76847 [1 753 1 29] 

(View GenBank report , FASTA report , ASN.l report, Graphical view, or 8 nucleotide neighbors 

) 

□ Y09929 

S. aureus rsbU, rsbV, rsbW & sigB genes 
gi|1729791|emb|Y09929.1|SAUSIGB [1729791] 

(View GenBank report,FASTA report,ASNl report , Graphical view,! MEDLINE link, 7 
protein links, or 2 nucleotide neighbors ) 

□ Y09570 

S. aureus femD gene 

gi|1684748|emb|Y09570.1|SAFEMD [1684748] 

(View GenBank report,FASTA report,ASNl report , Graphical view, l protein link , or 5 
nucleotide neighbors ) 

□ X95848 

S. aureus fhbA gene 

gi|1204145|emb|X95848.1|SAFNBA [1204145] 

(View GenBank report,FASTA report, ASN. 1 report , Graphical view,! MEDLINE link , or I 
protein link ) 

□ Y09428 

S. aureus rpoC gene 

gi|1684750|emb|Y09428.1|SARPOCGEl [1684750] 

(View GenBank report,FASTA report, ASN.l report , Gra phical view , ! protein link, or 4 
nucleotide neighbors ) 



aureus, MRS A, HVR genotype B, Genomic, 41 1 nt] 
gi|913625|gb|S76611.1|S76611 [913625] 

(View GenBank report , FASTA report, ASN 1 report , Graphical view,! MEDLINE link, or 3 
nucleotide neighbors ) 



□ S76213 

asp23=alkaline shock protein 23 {methicillin resistant} [Staphylococcus aureus, 912, Genomic, 
1360 nt] 

gi|894288|gb|S76213.1|S76213 [894288] 

(View GenBank report,FASTA report , ASN J report , Graphical view,! MEDLINE link , or 7 
protein link ) 



□ U76847 



site 



S76611 




□ S75707 
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mec A {5' region, mutation IV} [Staphylococcus aureus, methicillin-resistant MR108, 
Genomic Mutant, 67 nt] 
gi|913672|gb|S75707.1|S75707 [913672] 

(View GenBank report t F AST A report, ASN.l report,Graphical view,! MEDLINE link, or 12 
nucleotide neighbors ) 



□ S75706 

mec A {5' region, mutation IQ} [Staphylococcus aureus, methicillin-resistant MR108, 
Genomic Mutant, 67 nt] 
gi|913671|gb|S75706.1|S75706 [913671] 

(View GenBank report , FASTA report , ASN.l report , Graphical view J MEDLINE link , or 12_ 
nucleotide neighbors ) 

□ S75705 

mec A {5 f region, mutation II} [Staphylococcus aureus, methicillin-resistant MR108, Genomic 
Mutant, 67 nt] 

gi|913670|gb|S75705.1|S75705 [913670] 

(View GenBank report, FASTA report , ASN1 report .Graphical view,! MEDLINE link or 12_ 
nucleotide neighbors ) 

□ S76270 

16S rRNA {16S-23S ribosomal RNA intergenic region} [Staphylococcus aureus, clinical 
isolate, Genomic, 94 nt] 
gi|894286|gb|S76270.1|S76270 [894286] 

(View GenBank re port, FASTA report, ASN.l report .Graphical view , or 1 MEDLINE link ) 

□ S72497 

plc=beta-hemolysin [Staphylococcus aureus, 126/89, Genomic, 1308 nt] 
gi|619316|gb|S72497.1|S72497 [619316] 

(View GenBank report,FASTA report,ASN.l report , Graphical view,! MEDLINE link, 7 
protein link , or 2 nucleotide neighbors ) 

□ S72488 

hemB=porphobilinogen synthase [Staphylococcus aureus, SA1959, Genomic, 1087 nt] 
gi|632815|gb|S72488.1|S72488 [632815] 

(View. GenBank report, FASTA report,ASN.l report, Gra phical view, ! MEDLINE link, 7 
protein link , or 2 nucleotide neighbors ) 

This is page 6 of 12. 
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□ S74031 

norA=NorA {ISP794} [Staphylococcus aureus, NCTC 8325, Insertion, 1820 nt] 
gi|693734|gb|S7403 1 . 1 |S7403 1 [693734] 

(View GenBank report , FASTA report,ASNJ report, Graphical view , J MEDLINE link , 7 
protein link , or 3 nucleotide neighbors ) 

□ S67449 

tet(K)=tetracycline efflux protein [Staphylococcus aureus, pT181, Plasmid, 1380 nt] 
gi|456769|gb|S67449. 1 |S67449 [456769] 

(View GenBank report,FASTA report, ASN J report,Graphical view, J MEDLINE link, 7 
protein link , or 2 nucleotide neighbors ) 

□ U75367 

Staphylococcus aureus transposon Tn551 transposase gene, partial cds 
gi|1673526|gb|U75367.1|SATN551S2 [1673526] 

(View GenBank report , F AST A report , ASN.l report f Graphical view, I protein link , or 4 
nucleotide neighbors ) 



□ U75368 

Staphylococcus aureus transposon Tn551 transposase gene, partial cds 
gi|1673524|gb|U75368.1|SATN551Sl [1673524] 

(View GenBank report,F AST A report, ASN.l report,Graphical view, I protein link, or 4 
nucleotide neighbors ) 

□ U31175 

Staphylococcus aureus D-specific D-2-hydroxyacid dehydrogenase (ddh) gene, complete cds 
g i| 1 644432|gb|U3 1175. 1 |S AU3 1 1 75 [1644432] 

(View GenBank report , F AST A report,ASNA report, Graphical view, I MEDLINE link, or 7 
protein link ) . . 

□ X53096 

S. aureus genes encoding Sau96I DNA methyltransferase and Sau96I restriction endonuclease 
gi|46616|emb|X53096.1|SAMTRE [46616] 

(View GenBank report,FASTA report,ASNA report, Graphical view, I MEDLINE link, or 2 
protein links ) 

E X53951 

S. aureus plasmid pSH6 DNA for insertion sequences IS257-2, IS257-3 and IS256 
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gi|46598|emb|X5395 1 . 1 |S AIS2572 [46598] 

(View GenBank report, FASTA report,ASNl report . Graphical view J MEDLINE link, 2 
protein links, or 16 nucleotide neighbors ) 



E X53952 

S. aureus plasmid pSH6 DNA for insertion sequences IS257-1 and IS256 
gi|46596|emb|X53952.1|SAIS2571 [46596] 

(View GenBank report, FASTA report, ASK 1 report, Graphical view , J MEDLINE link, 7 
protein link , or 13 nucleotide neighbors ) 



□ X03408 

Staphylococcus aureus plasmid pUBl lOdB sequence 
gi|46495|emb|X03408.1|SAl 10KAR [46495] 

(View GenBank report, FASTA report,ASNl report, Graphical view,! MEDLINE links, 2 
protein links, or 6 nucleotide neighbors ) 



□ U50629 

Staphylococcus aureus nicking enzyme (nes) gene, complete cds 
gi| 1 245473|gb|U50629. 1 |SAU50629 [1 245473] 

(View GenBank report, FAST A report , ASNl report , Graphical view,l MEDLINE link , or I 
protein link ) 

E U38656 

Staphylococcus aureus tetracycline resistance plasmid pKHl, tet gene, complete cds 
gi| 1 580803|gb|U38656. 1 |SAU38656 [1 580803] 

(View GenBank report, FAST A report, ASN1 report , Graphical view,! protein link, or 21 
nucleotide neighbors ) 

D U58139 

Staphylococcus aureus beta-lactamase (blaz) gene, complete cds 
gi|1575124|gb|U58139.1|SAU58139 [1575124] 

( View GenBank report f F AST A re por t , ASN.l report , Graphical view , ! protein link, or 13 
■ nucleotide nei ghbors ) 

n A31894 

S. aureus pUBl 10 Ble gene 

gi| 1 567207|emb| A3 1 894. 1 1 A3 1 894 [ 1 567207] 

(View GenBank report,FASTA report, ASN1 report t Graphical view,! protein link, or 11 
nucleotide neighbors ) 

□ L42943 . . 

Staphylococcus aureus (clone KIN50) phosphoenolpyruvate carboxykinase (pckA) gene, 
complete cds 

gi|86073 1 |gb|L42943. 1 |STAPEPCK [86073 1 ] 

(View GenBank report, FASTA report,ASN.l report, Graphical view , ! MEDLINE link, 7 
protein link, or 4 nucleotide neighbors ) 

E U51474 

Staphylococcus aureus truncated streptothricin acetyl transferase (sat) and S^-aminoglycoside 
phosphotransferase (aphA-3) genes, complete cds 
gi| 1 272325|gb|U5 1 474. 1 |S AU5 1 474 [1 272325] 
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(View GenBank report,FASTA report,ASNl report , Graphical view,2 protein links, or 10 
nucleotide neighbors ) 



Staphylococcus aureus multidrug resistance plasmid pKH8 replication protein (rep) gene, 
qacC 1 gene, and multidrug resistance protein (qacC) gene, complete cds 
gi|1236637|gb|U50077.1|SAU50077 [1236637] 

(View GenBank report, FAST A report, ASN J report,Graphical view , 3 protein links, or 4 
nucleotide neighbors ) 



Staphylococcus aureus tetracycline resistance plasmid pKH6, complete sequence 
gi|1052997|gb|U38428.1|SAU38428 [1052997] 

(View GenBank report,FASTA report,ASNl report, Graphical view, 3 protein links, 10 
nucleotide neighbors, or 1 genome link ) 

□ U66665 

Staphylococcus aureus DNA fragment with class II promoter activity 
gi|1519432|gb|U66665.1|SAU66665 [1519432] 

(View GenBank re port, FASTA report , ASN J report , Graphical view , l MEDLINE link , or 2 
nucleotide neighbors ) 

□ U66664 

Staphylococcus aureus DNA fragment with class II promoter activity 
gi| 1 5 1 943 1 |gb|U66664. 1 |S AU66664 [ 1 5 1 943 1 ] 

(View GenBank report,FASTA report, ASN.l report,Graphical view , or 1 MEDLINE link ) 

□ U66663 

Staphylococcus aureus DNA fragment with class II promoter activity 
gi| 1 5 1 9430|gb|U66663. 1 |S AU66663 [1519430] 

(View GenBank report , F AST A report , ASN.l report , Graphical view, or 1 MEDLINE link ) 

□ X87104 

S. aureus mdr, pbp4 and taqD genes (SG51 1-55 isolate) 
gi|1125684|emb|X87104.1|SADNAS55 [1125684] 

(View GenBank report,FASTA report, ASN.l report , Graphical view,l MEDLINE link , 3 
protein links, or 4 nucleotide neighbors ) 

□ X87105 

S. aureus mdr, pbp4 and taqD genes (PVI-25 isolate) 

- gi!1125680!emb!X87105.1!SADNAS25 [1125680] - - - - - - 

(View GenBank report , FASTA report, ASN.l report , Graphical view,! MEDLINE link, 3 
protein links , or 3 nucleotide neighbors ) 



S. aureus DNA for rpoC gene 
gi|1495790|emb|X89233.1|SARPOCGEN [1495790] 

(View GenBank report,F AST A report, ASN.l report,Graphical view , l protein link, or 6 
nucleotide neighbors ) 



□ 



U50077 



□ U38428 



□ X89233 
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□ M28521 

Staphylococcus aureus enterotoxin D (entD) gene, complete cds 
gi| 1 492 1 09|gb|M2852 1 . 1 jSTAENTD [ 1 492 1 09] 

(View GenBank report,FASTA report, ASN J report , Graphical view,! MEDLINE link , 7 
protein link , or 2 nucleotide neighbors ) 

□ U54636 

Staphylococcus aureus protein A, complete cds 
gi|1480566|gb|U54636.1|SAU54636 [1480566] 

(View GenBank report,FASTA report, ASN. 1 report,Graphical view,! protein link, or 23 
nucleotide neighbors ) 

□ U46541 

Staphylococcus aureus sarA gene, complete cds 
gi| 1 47753 1 |gb|U4654 1 . 1 |SAU46541 [1477531] 

(View GenBank report , FASTA report, ASN. 1 report t Graphical viewj MEDLINE link, 2 
protein links , or 3 nucleotide neighbors ) 

□ L14017 

Staphylococcus aureus methicillin-resistance protein (mecR) gene and unknown ORF, 
complete cds 

gi|1408062|gb|L14017.1|STAMECRA [1408062] 

(View GenBank report, FAST A report, ASN. 1 report , Graphical view,! MEDLINE link, 2 
protein links, or 4 nucleotide neighbors ) 

□ U60589 

Staphylococcus aureus novel antigen gene, complete cds 
gi|1407783|gb|U60589.1|SAU60589 [1407783] 

(View GenBank re port, FASTA report, ASN 1 report t Graphical view , or 1 protein link ) 

□ Z48003 

S. aureus gene for DNA polymerase III 
gi|642269|emb|Z48003.1|SADNAPOL3 [642269] 

(View GenBarik report , FAST A report,ASN.l report , Graphical view,! MEDLINE link, 7 
protein link, or 2 nucleotide neighbors ) 

□ M37889 

Staphylococcus aureus replication (rep), control of replication (cop), and resistance protein 

(QacC) genes, complete cds 

gi| 153091 ]gb|M37889rl jSTAREPQAC [1 53091] 

(View GenBank report,F AST A report, ASN. 1 report , Graphical view,! MEDLINE link , 3 
protein links, or 2 nucleotide neighbors ) 

□ V01281 

S. aureus mRNA for nuclease 
gi|46623|emb| V0 1281.1 |S ANUCX [46623] 

(View GenBank report,F AST A report, ASN. 1 reporuGraphical view,! MEDLINE link or 7 
protein link ) 
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□ X97985 

S. aureus orfs 1,2,3 & 4 
gi|1340127|emb|X97985.1|SA1234 [1340127] 

(View GenBank report .FAST A report , ASN.l report . Graphical view, 4 protein links, or 2 
nucleotide neighbors ) 

C X00127 

Staphylococcus aureus S-phi-C gene for staphylokinase 
gi|47425|emb|X00127.1|SPSAKl [47425] 

(View GenBank report,FASTA report,ASNl report,Graphical view, J MEDLINE link, 7 
protein link, or 10 nucleotide neighbors ) 

□ X03286 

Staphylococcus aureus mutant strain VI spa gene for protein A 
gi|46774|emb|X03286.1|SAVlSPA [46774] 

(View GenBank re port, FASTA report , ASN.l report , Graphical view J MEDLINE link, 7 
protein link , or 43 nucleotide neighbors ) 

□ X62282 

S. aureus target site DNA for IS431 insertion 
gi|46769|emb|X62282. 1 |S ATSIS43 1 [46769] 

(View GenBank report,FASTA report,ASNl report, or Graphical view) 

□ X01645 

Staphylococcus aureus (Wood 46) gene for alpha-toxin 
gi|46763|emb|X01645.1|SATOXA [46763] 

(View GenBank re port, FASTA report , ASN.l report , Graphical view J MEDLINE link, 7 
protein link, or 3 nucleotide neighbors ) 

C X16471 

Staphylococcus aureus transposon Tn4002 blaZ gene for beta-lactamase 
gi|4676 1 |emb|Xl 647 1 . 1 |S ATNBLAZ [46761 ] 

(View GenBank report,F AST A report,ASN.l report , Graphical view,! MEDLINE link, 7 
protein link, or 8 nucleotide neighbors ) 

□ X52734 

S. aureus Tn552 transposable element 
g i|46754|emb|X52734. 1 |S ATN552 [46754] 

(View GenBank report,FASTA report, ASN.l report , Graphical view J MEDLINE link , 6 



D X13290 

Staphylococcus aureus multi-resistance plasmid pSKl DNA containing transposon Tn4003 
gi|46747|emb|Xl 3290. 1 |S ATN4003 [46747] 

(View GenBank report,FASTA report, ASN.l report graphical view,l MEDLINE link, 6 
. protein links, or J 1 nucleotide neighbors ) 

□ X66088 

S. aureus tRNA-Asp gene 
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gi|46744|emb|X66088.1|SATASP [46744] 

(View GenBank report,FASTA report, ASN.l report graphical view J MEDLINE link, or 2 
nucleotide neighbors ) 



□ Z30588 

S. aureus (RN4220) genes for potential ABC transporter and potential membrane spanning 
protein 

gi|459255|emb|Z30588.1|SASTPSMP [459255] 

(View GenBank report,FASTA report, ASN.l report , Graphical view,l MEDLINE link , or 2 
protein links ) 



□ X16457 

Staphylococcus aureus gene for staphylocoagulase 
gi|46736|emb|X16457.1|SASTPHLC [46736] . 

(View GenBank report,FASTA report , ASN.l report, Graphical view,! MEDLINE link, 7 
protein link , or 19 nucleotide neighbors ) 

□ X00342 

Staphylococcus aureus 3' end of the gene for protein A 
gi|46694|emb|X00342. 1 |S ASPAY [46694] 

(View GenBank re port, FASTA report,ASNl report , Graphical view , l MEDLINE link, 7 
protein link , or 6 nucleotide neighbors ) 

□ V01287 

Staphylococcus aureus gene (spa) fragment encoding protein A 
gi|46692|emb|V01287.1|SASPAX [46692] 

(View GenBank report,FASTA report,ASN.l report , Graphical view,! MEDLINE link, 7 
protein link, or 40 nucleotide neighbors ) 

0X61307 

Staphylococcus aureus spa gene for protein A 
gi|46690|emb|X6 1 307. 1 |S ASPAPA [46690] 

(View GenBank report,FASTA report , ASN.l report , Graphical view, I protein link , or 110 
nucleotide neighbors ) 

□ Y00356 

Staphylococcus aureus V8 serine protease gene 
gi|46686|emb|Y00356.1|SASP [46686] 

(View GenBank report,FASTA report , ASN.l report , Graphical view,l MEDLINE link, or I 
protein link ) 



U X06603 

Staphylococcus aureus phage 42D for staphylokinase 
gi|46676|emb|X06603.1|SASAK42D [46676] 

(View GenBank report , FASTA report , ASNl report, Graphical view , ) MEDLINE link, 7 
protein link, or 10 nucleotide neighbors ) 



E X93205 

S. aureus ptsH and ptsl genes 
gi|1070384|emb|X93205.1|SAPTSHI [1070384] 

(View GenBank report, FAST A report,ASN.l report , Graphical view, 2 protein links, or 3 
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nucleotide neighbors ) 



E X64172 



S. aureus rplL, or£202, rpoB(rif) and rpoC genes for ribosomal protein L7/L12, hypothetical 
protein ORF202, DNA-directed RNA polymerase beta & beta 1 chains 
gi|677848|emb|X641 72. 1 |S ARPLRPO [677848] 

(View GenBank report, FASTA report, ASN.l report . Graphical view,2 MEDLINE links , 4 
protein links, or J 8 nucleotide neighbors ) 



S. aureus genes for S and F components of Panton- Valentine leucocidins 
gi|55 1 668|emb|X72700. 1 |S APVLSF [55 1 668] 

(View GenBank report, FA STA report, ASN J report graphical view J MEDLINE link, or 3 
protein links ) 



□ X72700 
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□ X60827 

S. aureus (plasmid pSCS6) cat gene for chloramphenicol acetyltransferase 
gi|4665 1 |emb|X60827. 1 |S APSCS6 [4665 1] 

(View GenBank re port, FASTA report, ASN \l report . Gra phical view , J MEDLINE link, 2 
protein links , or 14 nucleo tide nei ghbors ) 

□ X64389 

S. aureus leuF-P83 gene for F component of leucocidin R 
gi|488528|emb|X64389.1|SALEUF [488528] 

(View GenBank report,FASTA report,ASN.l report , Graphical view,l MEDLINE link, 2 
protein links, or 2 nucleotide neighbors ) 

□ X62288 

S. aureus DNA for penicillin-binding protein 2 
gi|483533|emb|X62288.1|SAPENBP2 [483533] 

(View GenBank report , ! ^ASTA report , ASNl report , Gra phical view J MEDLINE link , 7 
protein link, or 2 nucleotide neighbors ) 

□ X55798 

S. aureus plasmid pOX2000 
gi|295833|emb|X55798.1|SAPOX2000 [295833] 

(View GenBank report , FASTA report,ASNl report .Graphical view , or 1 protein link ) 

□ X58434 

S. aureus pdhB 5 pdhC and pdhD genes for pyruvate decarboxylase, dihydrolipoamide 
acetyltransferase and dihydrolipoamide dehydrogenase 
gi|48871|emb|X58434.1|SAPDHDNA [48871] 

(View. GenBank re port, F ASIA report, ASN A report , Graphical view , 2 MEDLINE links , or 3 
prot ein links ) - - 

□ X06627 

Staphylococcus aureus plasmid pS 1 94 sequence 
gi|46643|emb|X06627.1|SAPS194 [46643] 

(View GenBank report , F ASIA report,ASNl report . Graphical view,2 MEDLINE links, 4 
protein links, or 6 nucleotide neighbors ) 

□ X12831 

Staphylococcus aureus chloramphenicol resistance plasmid pC223 DNA (nt 1250 - 3072) 
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gi|46637|emb|X1283 1 . 1 |SAPC223 A [46637] 

(View GenBank report,FASTA report, ASN 1 report t Graphical view J MEDLINE link, 2 
protein links, or 4 nucleotide neighbors ) 

E X07371 

Staphylococcus aureus plasmid pC223 basic replicon DNA 
gi|46635|emb|X07371.1|SAPC223 [46635] 

(View GenBank report ,FASTA report ,ASN1 report . Graphical view , 2 MEDLINE links, 7 
protein link , or 7 nucleotide neighbors ) 

□ X02529 

Staphylococcus aureus plasmid pC221 complete DNA sequence 
gi|46630|emb|X02529.1|SAPC221 [46630] 

(View GenBank report,F AST A report ,ASN1 report , Graphical view , 2 MEDLINE links, 5 
protein links, or 11 nucleotide neighbors ) 

□ Y00688 

Staphylococcus aureus (MRSA) PBP gene for beta-lactam-inducible penicillin-binding protein 
gi|46628|emb|Y00688.1|SAPBP [46628] 

(View GenBank report , FAST A report , ASN J report , Graphical view, 2 MEDLINE links , I 
protein link , or 6 nucleotide neighbors ) 

□ X04121 

S. aureus PCI beta-lactamase gene blaZ from plasmid pI258 
gi|46626|emb|X04 121.1 |S APBLAZ [46626] 

(View GenBank report, FAST A report, ASN J report , Graphical view, 2 MEDLINE links, 7 
protein link, or 14 nucleotide neighbors ) 

□ X59477 

S. aureus plasmid DNA for part of mupirocin resistance gene (Xhol site) 
gi|46621|emb|X59477.1|SAMUPIRES [46621] 

(View GenBank report , FASTA report, ASN 1 report , Graphical view ,l protein link, or 2 
nucleotide neighbors ) 



S. aureus plasmid DNA for mupirocin resistance gene (Ncol-Ncol fragment) 
gi|46619|emb|X59478.1|SAMUPIREI [46619] 

(View GenBank report , F AST A report , ASN.l report , Graphical view J protein link, or 2 
nucleotide neighbors ) 

C X63598 - ■ 

S. aureus mecRl and mecl genes 
gi|46612|emb|X63598.1|SAMECRH [46612] 

(View GenBank report,FASTA report , ASNl report , Graphical view,l MEDLINE link , 3 
protein links, or 9 nucleotide neighbors ) 

□ X52593 

S. aureus mecA gene for PBP2' (penicillin binding protein 2') 
gi|46610|emb|X52593.1|SAMECAPB [46610] 

(View GenBank report,FASTA report,ASNl report , Graphical view,! MEDLINE link, 7 
protein link, or 8 nucleotide neighbors ) 



□ 



X59478 
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□ X76490 

S. aureus (bb270) glnA and glnR genes 

gi| 1 1 34885|emb|X76490. 1 |SAGLNAR [1 1 34885] 

(View GenBank report,FASTA report, ASN J report .Graphical view,! MEDLINE link , 3 
protein links, or 2 nucleotide neighbors ) 

□ X81586 

S.aureus hlgA, hlgB and hlgC genes 

gi|550421 |emb|X8 1 586. 1 |SAHLGABC [55042 1 ] 

(View GenBank report,FASTA report, ASN.! report,Graphical view,! MEDLINE link, 3 
protein links, or 2 nucleotide neighbors ) 



S.aureus fib gene for fibrinogen-binding protein 
gi|311975|emb|X72014.1|SAFIBB [311975] 

(View GenBank report , FASTA report, ASN! re port , Graphical view , ! MEDLINE link, 7 
protein link , or 2 nucleotide nei ghbors ) 

□ X72013 

S.aureus fib gene for fibrinogen-binding protein 
gi|3 1 1 973 |emb|X7201 3 . 1 |S AFIB A [3 1 1 973] 

(View GenBank report, FAST A report, ASN1 report , Graphical view,! MEDLINE link, 7 
protein link, or 2 nucleotide neighbors ) 

□ X71437 

S.aureus genes gyrB, gyrA and recF (partial) 
gi|296393|emb|X71437.1|SAGYRREC [296393] 

(View GenBank report,FASTA report , ASN J report, Graphical view,! MEDLINE link , 3 
protein links, or 1 10 nucleotide neighbors ) 

□ X62992 

S.aureus fhbB gene for fibronectin binding protein B 
gi|49040|emb|X62992.1|SAFNBB [49040] 

(View GenBank report, FASTA report , ASN. 1 report , Graphical view,! MEDLINE link , 7 
protein link, or 7 nucleotide neighbors ) 



S. aureus hypervariable region, 3' to mecA gene" 
gi|48712|emb|X52594.1|SAHVR [48712] 

- (View GenBank report;FASTA report, ASN A report Graphical view ; 2 MED LINE links, 7 
protein link , or 5 nucleotide neighbors ) 

C X14827 

Staphylococcus aureus lacC and lacD genes 
gi|46604|emb|X14827.1|SALACCD [46604] 

(View GenBank report, FASTA report, ASN. 1 report .Graphical view,! MEDLINE link, 2 
protein links, or 4 nucleotide neighbors ) 



□ X72014 



□ XI 3404 
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Staphylococcus aureus hlb gene for beta-hemolysin 
gi|46586|emb|X13404.1|SAHLB [46586] 

(View GenBank report,FASTA report ASN.l report, Graphical view,] MEDLINE link, 3 
protein links, or 5 nucleotide neighbors ) 

□ X17301 

S. aureus DNA for hid gene and for part of agr gene 
gi|46585|emb|X17301.1|SAHDLAGR [46585] 

(View GenBank report , FASTA report , ASN J report , Graphical view, J MEDLINE link, or 10 
nucleotide neighbors ) 

□ X17688 

S. aureus factor essential for expression of methicillin resistance (femA) gene, complete cds, 
and trpA gene, 3* end 

gi|46579|emb|X17688.1|SAFEMA [46579] 

(View GenBank report, FAST A report,ASNl report, Graphical view, J MEDLINE link, 3 
protein links, or 6 nucleotide neighbors ) 

□ X03097 

Staphylococcus aureus plasmid pE194 mRNA for ermC leader region 
gi|46574|emb|X03097. 1 |S AERMCTR [46574] 

(View GenBank report , F AST A report , ASN.l report , Gr a phical view,l MEDLINE link , 7 
protein link , or 26 nucleotide neighbors ) 

□ Z16422 

S. aureus dfrB gene for dihydrofolate reductase 
gi|671631|emb|Z16422.1|SADIRED [671631] 

(View GenBank report t FASTA report, ASN.l report , Graphical view,! MEDLINE link, or 2 
protein links ) 

□ Z33409 

S. aureus (C6-coa-EM) coagulase gene repeat region 
gi|495298|emb|Z33409. 1 |S ACOAGR6 [495298] 

(View GenBank report , FASTA report,ASN. l report , Graphical view,2 MEDLINE links, or 34 
nucleotide neighbors ) 

□ Z33408 

S. aureus (C50-coa-E) coagulase gene repeat region 
gi|495297|emb|Z33408. 1 |S AC0AGR5 [495297] 

(View GenBank report t FASTA report, ASN.l report t Graphical view, 2 MEDLINE links, or 32 
nucleotide neighbors ) 



S. aureus (C35-coa-E) coagulase gene repeat region 
gi|495296|emb|Z33407. 1 |S AC0AGR4 [495296] 

(View GenBank reporttFASTA report , ASN.l report , Graphical view, 2 MEDLINE links , or 32 
nucleotide neighbors ) 



□ Z33407 



E Z33406 



S. aureus (C26-coa-E) coagulase gene repeat region 
gi|495295|emb|Z33406.1|SACOAGR3 [495295] 
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(View GenBank report,FASTA report \ ASN.l report . Graphical view, 2 MEDLINE links, or 33 
nucleotide neighbors ) 



S. aureus (C20-coa-E) coagulase gene repeat region 
gi|495294|emb|Z33405.1|SACOAGR2 [495294] 

(View GenBank report , F AST A report, ASN.l report , Graphical view, 2 MEDLINE links , or 33 
nucleotide neighbors ) 

□ Z33404 

S. aureus (C14-coa-E) coagulase gene repeat region 
gi|495293|emb|Z33404.1|SACOAGRl [495293] 

(View GenBank report,FASTA report, ASN.l report , Graphical view , 2 MEDLINE links, or 33 
nucleotide neighbors ) 

□ X75439 

S. aureus plasmid encoded DNA, mup R gene 
gi|438226|emb|X75439.1|SADNAMUPR [438226] 

(View GenBank report, FAST A report, ASN.l report , Graphical view , J MEDLINE link, 3 
protein links , or 3 nucleotide neighbors ) 

E X62587 

S. aureus ebr gene for ethidium bromide resistance protein 
gi|49016|emb|X62587.1|SAEBRN20 [49016] 

(View GenBank report,FASTA report , ASN.l report, Graphical view,l MEDLINE link, 2 
protein links , or 3 nucleotide neighbors ) 



S. aureus plasmid pA22 ermC gene (5 1 region) 
gi|46572|emb|X54338.1|SAERMC [46572] 

(View GenBank report ,F AST A report , ASN.l report , Graphical view J protein link , or 23 
nucleotide neighbors ) 

□ X51661 

S. aureus enterotoxin C3 gene (entC3) 
gi|46570|emb|X5 1661 . 1 |S AENTC3A [46570] 

(View GenBank report,F AST A report,ASNl report , Graphical view,l MEDLINE link, 7 
protein link, or 10 nucleotide neighbors ) 

□ X05815 

Staphylococcus enterotoxin CI gene (entCl) 
gij4656"6jemb|X05815.1|SAENTCl [46566] 

(View GenBank report,FASTA report, ASN. l report, Graphical view , l MEDLINE link, 7 
protein link , or 9 nucleotide neighbors ) 

□ X15574 

Staphylococcus aureus plasmid gene for ethidium bromide resistance (ebr) 
gi|46560|emb|X15574.1|SAEBR [46560] 

(View GenBank report, FAST A report, ASN.l report,Graphical view J MEDLINE link, 7 
protein link, or 3 nucleotide neighbors ) 



□ Z33405 



n 



J X54338 
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□ Y07536 

S. aureus genes for thymidylate synthetase and diydrofolate reductase type SI in plamid pABU 
gi|4655 1 |emb| Y07536. 1 |S ADHFR [4655 1 ] 

(View GenBank report,FASTA report, ASN.l report , Graphical view J MEDLINE link, 4 
protein links , or 27 nucleotide neighbors ) 

□ X02166 

Staphylococcus plasmid pC221 
gi|46545|emb|X02 1 66. 1 |S ACP22 1 [46545] 

(View GenBank report , FASTA report, ASN. 1 report graphical view, 2 MEDLINE links , 5 
protein links, or J J nucleotide neighbors ) 

□ Z49245 

S. aureus partial sod gene for superoxide dismutase 
gi|806584|emb|Z49245.1|SA4220SOD [806584] 

(View GenBank report, FAST A report , ASN J report , Graphical view , l MEDLINE link , 7 
protein link, or 3 nucleotide neighbors ) 

□ X16298 

Staphylococcus aureus plasmid pI9789 DNA with binR and bin3 genes, derived from 
transposon TN552 

gi|398181|emb|X16298.1|SABINR3 [398181] 

(View GenBank report,FASTA report, ASN 1 report , Graphical view,! MEDLINE link, 2 
protein links, or 3 nucleotide neighbors ) 



gi|397525|emb|Zl 8852. 1 |SACFG [397525] 
(View GenBank report , FASTA report , ASN J report , Gra phical view , l MEDLINE link, or 7 
protein link ) 

D X68417 

S. aureus gene for 16S rRNA 
•gi|312111|emb|X68417.1|SA16SRRN [312111] 

(View GenBank report,! 7 AS! "A report, ASN. 1 report , Graphical view, or 1454 nucleotide 
neighbors ) 

□ X68425 

S. aureus gene for 23S rRNA 
gi|288516|emb|X68425.1|SA23SRRN [288516] 

(View GenBank report , FASTA report, ASN. 1 report , Graphical view , or 147 nucleotide 
neighbors ) 

E X17679 

Staphylococcus aureus coa gene for coagulase 
gi|46539|emb|Xl 7679. 1 |SACOA [46539] 

(View GenBank report,FASTA report , ASN 1 report , Graphical view,l MEDLINE link, 7 
protein link, or 15 nucleotide neighbors ) 



□ 



Z18852 



S. aureus gene for clumping factor 
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□ X63072 

S. aureus DNA for cat transcription terminator region 
gi|46538|emb|X63072. 1 |S ACATTERM [46538] 

(View GenBank report,FASTA report,ASNJ report , Graphical view, or 4 nucleotide neighbors 
) 



□ X02872 

Staphylococcus aureus plasmid pUBl 12 CAT-gene for chloramphenicol acetyltransferase 
gi|46536|emb|X02872.1|SACATG [46536] 

(View GenBank report, FASTA report,ASN.l report, Graphical view J MEDLINE link, 2 
protein links, or 18 nucleotide neighbors ) 
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□ V01 277 

Staphylococcus aureus plasmid pC194. Includes gene for chloramphenicol acetyl transferase 
and three further genes (one of which is necessary for replication) 
gi|4653 1 |emb|V01 277. 1 |SAC194 [4653 1] 

(View GenBank report.FASTA report . ASN.l report , Graphical view,! MEDLINE link , 4 
protein links, 1 7 nucleotide neighbors, or 1 genome link ) 

□ X52543 

S. aureus agrA, agrB and hid genes 
gi|46505|emb|X52543.1|SAAGRAB [46505] 

(View GenBank report, FASTA report . ASN.l report , Graphical view,] MEDLINE link , 8 
protein links, or 4 nucleotide neighbors ) 

□ A19943 

SEQ ID NO: 8, strain 1335 nucleotide probe 
gi|580681|emb|A19943.1|A19943 [580681] 

(View GenBank report.FASTA report . ASN.l report , Graphical view, or 32 nucleotide 
neighbors) 

□ A19942 

SEQ ID NO: 7, strain 06231 nucleotide probe . 
gi|580680|emb|A19942.1|A19942 [580680] 

(View GenBank report.FASTA report . ASN.l report . Graphical view, or 32 nucleotide 
neighbors ) 

□ A1994I 

SEQ ID NO: 6, strain 215C nucleotide probe 
gi|580679|emb|A19941.1|A19941 [580679] 

(View -GenBank re port . FASTA report , ASN. 1 report , GraphicaLview, or 3 nucleotide neighbors 

) '". 

□ A19940 

SEQ ID NO: 5, strain 214 nucleotide probe 
gi|580678|emb|A19940.1|A19940 [580678] 

(View GenBank report.FASTA report.ASN.l report . Graphical view, or 32 nucleotide 
neighbors ) 



□ A19939 
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SEQ ID NO: 4, strain 02599 nucleotide probe 
gi|580677|emb|A19939.1|A19939 [580677] 

(View GenBank report.FASTA report, ASN.l report . Graphical view, or 32 nucleotide 
neighbors ) 



□ A 19938 

SEQ ID NO: 3, strain A2 16 nucleotide probe 
gi|580676|emb|A19938.1|A19938 [580676] 

(View GenBank report , FASTA report . ASN.l report , Graphical view, or 26 nucleotide 
neighbors ) 



□ A19937 

SEQ ID NO: 2, strain 00646 nucleotide probe 
gi|580675|emb|A19937.1|A19937 [580675] 

(View GenBank report.FASTA report.ASN.l report.Graphical view, or 33 nucleotide 
neighbors) 

□ A19936 

SEQ ID NO: 1, strain 05723 nucleotide probe 
gi|580674|emb|A19936.1|A19936 [580674] 

(View GenBank report . FASTA report,ASN. 1 report.Graphical view , or 33 nucleotide 
neighbors ) 



□ A17958 

sau3AI R and sau3AI M coding region 
gi|5 12529|emb|A17958. 1 |A1 7958 [512529] 

(View GenBank report.FASTA report.ASN.l report . Graphical view, or 2 protein links ) 



□ A12915 

S. aureus DNA (pSDF203) for fibronectin binding protein (partial) 
gi|512507|emb|A12915.1|A12915 [512507] 

(View GenBank report.FASTA report.ASN.l report.Graphical view , ! protein link , or 8 
nucleotide neighbors ) 

□ A12913 

S. aureus DNA (pSDF102) for fibronectin binding protein (partial) 
gi|512506|emb|A12913.1|A12913 [512506] . 

(View GenBank report . FASTA report . ASN.l report . Graphical view, or 8 nucleotide neighbors 
) 

□ A12906 ' - 

S. aureus DNA for fibronectin binding protein (partial) 
gi|512505|emb|A12906.1|A12906 [512505] 

(View GenBank report . FASTA report . ASN.l report . Graphical view, or 5 nucleotide neighbors 
) 

C A12905 

S. aureus DNA for fibronectin binding protein (partial) 
gi|5 12503 |emb|A 1 2905. 1 1 Al 2905 [5 12503] 

(View GenBank report.FASTA report.ASN.l report.Graphical view,] protein link, or 4 
nucleotide neighbors ) 
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□ A 12904 

S. aureus DNA for fibronectin binding protein (partial) 
gi|512501|emb|A12904.1|A12904 [512501] 

(View GenBank report, FAST A report , ASN.l report . Graphical view , J protein link, or 6 
nucleotide neighbors ) 

□ A12903 

S. aureus DNA for fibronectin binding protein (partial) 
gi|512499|emb|A12903.1|A12903 [512499] 

(View GenBank report, FAST A report, ASN.l report , Graphical view,! protein link, or 6 
nucleotide neighbors ) 

□ A12902 

S. aureus DNA for fibronectin binding protein (partial) 
gi|512497|emb|A12902.1|A12902 [512497] 

(View GenBank report,FASTA report,ASN.l report , Graphical view J protein link, or 6 
nucleotide neighbors ) 



S. aureus DNA for fibronectin binding protein (partial) 
gi|512495|emb|A12901.1|A12901 [512495] 

(View GenBank report,FASTA report,ASNJ report, Graphical view,l protein link, or 4 
nucleotide neighbors ) 

□ A12900 

S. aureus DNA for fibronectin binding protein (partial) 
gi|5 12494|emb|Al 2900. 1 |A12900 [5 12494] 

(View GenBank report , F AST A report ,ASN.l report, Graphical view, or 4 nucleotide neighbors 

) 



S. aureus DNA for fibronectin binding protein (partial) 
gi|512492|emb|A12899.1|A12899 [512492] 

(View GenBank report, FASTA report, ASN.l report, Graphical view . l protein link , or 5 
nucleotide neighbors ) 

□ A12898 

S. aureus DNA for fibronectin binding protein (partial) 
gi|5 1 2490|emb| A 1 2898. 1 |A1 2898 [5 1 2490] 

(View GenBank report , FASTA report . ASN.l report, Graphical view , J protein link , or 4 
nucleotide neighbors ) 



S. aureus DNA for fibronectin binding protein (partial) 
gi|512488|emb|A12897.1|A12897 [512488] 

(View GenBank report.F AST A report , ASN.l report , Graphical view,] protein link, or 3 
nucleotide neighbors ) 



□ 



A12901 



□ A12899 



□ A12897 



□ A12896 
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S. aureus DNA for fibronectin binding protein (partial) 
gi|512486|emb|A12896.1|A12896 [512486] 

(View GenBank report,FASTA report, ASN. 1 report . Graphical view, J protein link, or 3 
nucleotide neighbors ) 



S. aureus Arp 4 gene 

gi|412258|emb|A09523.1|A09523 [412258] 

(View GenBank report,FASTA report , ASN.l report , Graphical view J protein link , or 10 
nucleotide neighbors ) 



S. aureus gene for structural protein A, duplicate 
gi|412213|emb|A04518.1|A04518 [412213] 

(View GenBank report,FASTA report,ASNA report , Graphical view J protein link , or 32 
nucleotide neighbors ) 

D A04517 

S. aureus gene for structural protein A 
gi|412212|emb|A04517.1|A04517 [412212] 

(View GenBank report,FASTA report, ASN. 1 report , Graphical view , or 22 nucleotide 
neighbors ) 

□ A04512 

S. aureus gene for structural protein A 
gi|412210|emb|A04512.1|A04512 [412210] 

(View GenBank report, FAST A report, ASN. 1 report , Graphical view,! protein link, or 32 
nucleotide neighbors ) 

□ L41499 

Staphylococcus aureus ORF1, partial cds, ORF2, ORF3 5 autolysin (atl) genes, complete cds 
gi|765069|gb|L41499.1|STAATL [765069] 

(View GenBank report,FASTA report , ASN. 1 report , Graphical view,! MEDLINE link , 4 
protein links, or 4 nucleotide neighbors ) 

□ U19770 

Staphylococcus aureus pyrrolidone carboxyl peptidase (pep) gene, complete cds 
gi|790572!gb!U19770.1!SAU19770 [790572] 

(View GenBank report,FASTA report, ASN 1 report , Graphical view , l MEDLINE link, or 7 
protein link ) 

□ X53818 

S. aureus IS431mec gene associated with methicillin resistance 
gi|46601 |emb|X538 1 8. 1 |S AIS43 1M [46601 ] 

(View GenBank report , FASTA report, ASN. 1 report, Graphical view , 2 MEDLINE links, 7 
protein link, or 1 7 nucleotide neighbors ) 

C M20129 

Staphylococcus aureus vgh gene, complete cds 
gi| 1 53076|gb|M201 29. 1 (STAPVGHG [ 1 53076] 

(View GenBank report t FASTA report, ASN. J report, Graphical view,l MEDLINE link, 7 



□ A09523 



□ A04518 
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protein link, or 19 nucleotide neighbors ) 
D L43098 

Transposon Tn5404 and insertion sequences IS1 181 and IS 1 182 (from Staphylococcus aureus) 
DNA 

gi|1280355|gb|L43098.1|INSTN5405R [1280355] 

(View GenBank report t FASTA report , ASN. 1 report , Graphical view , or 6 nucleotide neighbors 
) 

□ L43082 

Transposon Tn5405 and insertion sequence IS 1 182 (from Staphylococcus aureus) ORFA and 
transposase gene, complete cds 
gi|1280353|gb|L43082.1|INSTN5405L [1280353] 

(View GenBank report,F AST A report , ASN. 1 report,Graphical view J protein link, or 2 
nucleotide neighbors ) 

□ X03216 

Staphylococcus aureus transposon Tn554 
gi|43726|emb|X03216.1|ISTN554 [43726] 

(View GenBank report, FAST A report,ASN.l report graphical view,! MEDLINE link , 8 
protein links, or 2 nucleotide neighbors ) 

□ X70648 

S.aureus 16S rRNA (partial) 
gi|46498|emb|X70648.1|SA16S [46498] 

(View GenBank report , FASTA report , ASN. 1 report, Graphical view,] MEDLINE link, or 1075 
nucleotide neighbors ) 

□ U51133 

Staphylococcus aureus phosphoenolpyruvate carboxykinase (pcka) gene, complete cds 
gi|1255261|gb|U51133.1|SAU51133 [1255261] 

(View GenBank report , FASTA report, ASN. 1 report , Gra phical view , ! protein link, or 4 
nucleotide neighbors ) 



Staphylococcus aureus o-succinylbenzoic acid CoA ligase (mene), and o-succinylbenzoic acid 
synthetase (menc) genes, complete cds 
gi|1255258|gb|U51132.1|SAU51132 [1255258] 

(View GenBank report, FAST A report,ASN.l report , Graphical view, or 2 protein links ) 

□ X02588 - - - - - - - 

S. aureus Tn554 spc gene for sp adenyltransferase AAD(9) (sp = spectinomycin) 
gi|46696|emb|X02588.1|SASPCG [46696] 

(View GenBank report,F AST A report , ASN.l report , Graphical view,! MEDLINE link , or 2 
protein links ) 



□ X61716 

S.aureus hlb gene encoding sphingomyelinase 
gi|46590|emb|X61716.1|SAHLBG [46590] 

(View GenBank report, FAST A report, ASN. 1 report graphical view, 2 MEDLINE links, 7 
protein link, or 3 nucleotide neighbors ) 
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□ X61719 

S.aureus phi- 13 lysogen right chromosome/bacteriophage DNA junction 
gi|46625|emb|X61719.1|SAP13RJNC [46625] 

(View GenBank report, FASTA report . ASN.l report , Graphical view, or 1 MEDLINE link ) 

□ X61718 

S.aureus phi- 13 lysogen left chromosomal/bacteriophage DNA junction 
gi|46624|emb|X61 7 18.1 |S AP 1 3LJNC [46624] 

(View GenBank report.FASTA report . ASN.l report , Graphical view, or 1 MEDLINE link ) 

□ X67743 

S.aureus (strain 42CR3-L) right junction DNA 
gi|465 1 8|emb|X67743 . 1 |S AATTSB2 [465 1 8] 

(View GenBank report.FASTA report.ASN.l re port, Graphical view , or 1 MEDLINE link ) 
D X67742 

S.aureus (strain 42CR3-L) left junction DNA 
gi|46517|emb|X67742.1|SAATTSBl [46517] 

(View GenBank report.FASTA report.ASN.l report.Graphical view, or 1 MEDLINE link ) 



□ X67741 

S.aureus (strain A3CR3-L) left junction DNA 
gi|465 1 6|emb|X67741 . 1 |S AATTS A2 [465 1 6] 

(View GenBank report . FASTA report . ASN.l report , Gra phical view , or 1 MEDLINE link ) 

□ X67740 

S.aureus (strain A3CR3-L) right junction DNA 
gi|465 1 5|emb|X67740. 1 |S AATTS Al [465 1 5] 

(View GenBank report.FASTA report.ASN.l report.Graphical view, or 1 MEDLINE link ) 

C X67738 

S.aureus (strain 80CR3) attB gene 
gi|46514|emb|X67738.1|SAATTBA [46514] 

(View GenBank re port. FASTA report.ASN.l report.Graphical view . l MEDLINE link , or 6 
nucleotide neighbors ) 



Staphylococcus aureus ATCC 25923 16S rRNA gene, partial sequence. 
gi|455053|gb|U029 1 Q.l |SAU0291 0 [455053] 

(View GenBank report.FASTA report.ASN.l report , Graphical view.l MEDLINE link, or 4150 
nucleotide neighbors ) 

C AH003349 

Transposon IS431 (from S.aureus penicillinase plasmid pI524), 5' copy 
gi|154887|gb|AH003349.1|SEG_TRN431 [154887] 

(View GenBank report . FASTA report , ASN.l report . Graphical view, 1 MEDLINE link , 2 
protein links , or 18 nucleotide neighbors ) 



E U02910 
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D M11118 

S. aureus enterotoxin B gene, complete cds 
gi| 1 52999|gb|M 11118.1 jSTAENTB [ 1 52999] 

(View GenBank report,FASTA report t ASN.I report , Graphical view,2 MEDLINE links, £ 
protein link , or 3 nucleotide neighbors ) 
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□ M18086 

S. aureus transposon 4001 aacA-aphD aminoglycoside resistance gene, complete cds, and right 
and left IS256 transposase genes 
gi| 1 52946|gb|M 1 8086. 1 |STAAGLSRA [1 52946] 
- (View GenBank re port, FASTA report, ASN. 1 report , Graphical view, 2 MEDLINE links , 4 
protein links, or 4 nucleotide neighbors ) 

□ U19459 

Staphylococcus aureus acetyltransferase VAT B (vat B) gene, complete cds 
gi 1 1 1 8 1 626|gb|U 1 945 9 . 1 1 S AU1 9459 [1181626] 

(View GenBank report, FAST A report,ASNA report, Graphical view, or 7 protein link ) 



□ U35773 

Staphylococcus aureus prolipoprotein diacylglyceryl transferase (Igt) gene, complete cds 
gi|1016769|gb|U35773.1|SAU35773 [1016769] 

(View GenBank report , FASTA report, ASN. 1 report , G ra phical view, I MEDLINE link , or 7 
protein link ) 

□ U26702 

Staphylococcus aureus recombination site for plasmid pSl 
gi|849134|gb|U26702.1|SAU26702 [849134] 

(View GenBank report, FAST A report, ASN A report,Graphical view, or 1 MEDLINE link ) 

□ U21221 

Staphylococcus aureus hyaluronate lyase (hysA) gene, complete cds 
gi|705405|gb|U2 1 22 1 . 1 |S AU2 122 1 [705405] 

(View GenBank re port, F AST A report, ASN A report , Graphical view , ! MEDLINE link , or I 
protein link ) 

D U36379 

Staphylococcus aureus S-adenosylmethionine synthetase gene, complete cds 
gi| 1 0203 1 6|gb|U36379. 1 |S AU36379 [1020316] 

(View GenBank report,FASTA report, ASN A report , Graphical view, or 1 protein link ) 
P U06451 

Staphylococcus aureus proline permease homolog (putP) gene, complete cds 
gi|45841 9|gb|U0645 1 . 1 |S AU0645 1 [458419] 

(View GenBank report , FAST A report, ASN A report , Graphical view,l MEDLINE link, 7 
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protein link, or 2 nucleotide neighbors ) 

□ U35036 

Staphylococcus aureus R-plasmid pSBK203 replication initiation protein gene, 
chloramphenicol acetyltransferase gene, and Pre protein gene, complete cds 
gi|1015405|gb|U35036.1|SAU35036 [1015405] 

(View GenBank report,FASTA report, ASN 1 report , Graphical view, 4 protein links , or 8 
nucleotide neighbors ) 

□ U20794 

Staphylococcus aureus fibrinogen binding protein (fbpA) gene, complete cds 
gi|91 5307|gb|U20794. 1 |S AU20794 [9 1 5307] 

(View GenBank report, FAST A report,ASNl report, Graphical view,] MEDLINE link , 7 
protein link, or 18 nucleotide neighbors ) 



□ L25426 

Staphylococcus aureus penicillin-binding protein 2 (pbp2) gene, complete cds 
gi|409240|gb|L25426. 1 |STAPBP2X [409240] 

(View GenBank report, FAST A report,ASNl report , Graphical view , J MEDLINE link, 7 
protein link , or 3 nucleotide neighbors ) 

□ M86227 

:|" Staphylococcus aureus DNA gyrase B subunit (gyrB) RecF homologue (recF) and DNA gyrase 

^ A subunit (gyrA) gene, complete cds 

;;f gi|153083|gb|M86227.1|STARECF [153083] 

53 (View GenBank report, FASTA report, ASN.l report, Graphical view, 1 MEDLINE link, 3 

O protein links , or 112 nucleotide neighbors ) 



Cj O M63176 

.1% Staphylococcus aureus helicase required for T181 replication (pcrA) gene, complete cds 

Jj ! J gi|153060|gb|M63176.1|STAPCRA [153060] 

L!;; (View GenBank report, FAST A report, ASN, 1 report , Gra phical view , 2 MEDLINE links, or 2 

■*!;: protein links ) 

i : : 

C LI 1998 

Staphylococcus aureus conjugative transfer gene complex (trs) 
gi|3 1 0606|gb|Ll 1 998. 1 |STATRSC [3 1 0606] 

(View GenBank report, FAST A report, ASN 1 report,Graphical view,l MEDLINE link , 14 
protein links, or 12 nucleotide neighbors ) 



C L05004 

Staphylococcus aureus dehydroquinate synthase (aroB) gene, 3' end cds; 3-phosphoshikimate- 
1-carboxyvinyltransferase (aroA) gene, complete cds; ORF3, complete cds 
gi|152954|gb|L05004.1|STAAROA [152954] 

(View GenBank report,FASTA report, ASN 1 report,Graphical view , ! MEDLINE link, 3 
protein links , or 3 nucleotide neighbors ) 

E L42764 

Staphylococcus aureus (clone pS120+) DNA fragment 
gi|852065|gb|L42764.1|STAFRA [852065] 

(View GenBank report,FASTA report,ASN.l report , Graphical view, or 651 nucleotide 
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□ M32103 

Staphylococcus aureus lac repressor (lacR) gene, complete cds and lacA repressor (lacA), 
partial cds 

gi|845685|gb|M32103.1|STALACR [845685] 

(View GenBank report , FASTA report ASK 1 report , Graphical view J MEDLINE link , 3 
protein links, or 4 nucleotide neighbors ) 

□ U10927 

Staphylococcus aureus M type 1 capsular polysaccharide biosynthesis (capA, capB, capC, 
capD, capE, capF, capG, capH, capl, capJ, capK, capL, capM) genes, complete cds 
gi|567035|gb|U10927.1|SAU10927 [567035] 

(View GenBank report, FAST A report,ASNl report graphical view,] MEDLINE link or 13 
protein links ) 

□ AH003057 

Staphylococcus aureus dihydrolipoamide dehydrogenase E2 subunit gene, partial cds 
gi|152993|gb|AH003057.1|SEG_STADLDE [152993] 

(View GenBank re port, FASTA report , ASN. J report , Graphical view J MEDLINE link, or 3 
protein links ) 

□ M73535 

Staphylococcus aureus dihydrolipoamide dehydrogenase E2 subunit gene, 3' endi and 
dihydrolipoamide dehydrogenase E3 subunit gene, 5 ! end 
gi|152992|gb|M73535.1|STADLDE2 [152992] 

(View GenBank report ,F AST A report, ASN 1 report, Graphical view,! MEDLINE link, or 2 
protein links ) 

□ M73536 

Staphylococcus aureus dihydrolipoamide dehydrogenase E2 subunit gene, partial cds 
gi|152991|gb|M73536.1|STADLDEl [152991] 

(View GenBank report,F AST A report,ASNJ report , Graphical view , I MEDLINE link , or 7 
protein link ) 

D U20782 

Staphylococcus aureus staphylococcal accessory regulator A (sarA) gene, complete cds 
gi|684949|gb|U20782. 1 |S AU20782 [684949] 

(View GenBank report,FASTA report,ASNl report , Graphical view, 2 MEDLINE links , 7 
protein link, or 4 nucleotide neighbors ) 



LI L37598 

Staphylococcus auricularis 16S ribosomal RNA (16S rRNA) gene 
gi|576604|gb|L37598.1|STARGDC [576604] 

(View GenBank report , FASTA report,ASNl report , Graphical view , or J 093 nucleotide 
neighbors ) 

L37597 

Staphylococcus aureus 16S ribosomal RNA (16S rRNA) gene 
gi|576603|gb|L37597.1|STARGDB [576603] 

(View GenBank report, FASTA report,ASNJ report , Graphical view, or 1349 nucleotide 
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□ L36472 

Staphylococcus aureus lysyl-tRNA sythetase gene, complete cds, transfer RNA (tRNA) genes, 
5S ribosomal RNA (5S rRNA) gene, 16S ribosomal RNA (16S rRNA) gene, 23S ribosomal 
RNA (23S rRNA) gene 
gi|567883|gb|L36472.1|STA5SRR [567883] 

(View GenBank report, FAST A report,ASNA report , Graphical view J protein link, or 2307 
nucleotide neighbors ) 

□ L25288 

Staphylococcus aureus gyrase-like protein alpha and beta subunit (grlA and grlB) genes, 
complete cds 

gi|561878|gb|L25288.1|STAGYRASL [561878] 

(View GenBank report,FASTA report, ASN J report, Graphical view J MEDLINE link 2 
protein links, or 44 nucleotide neighbors ) 

□ L25893 

Staphylococcus aureus recA gene, complete cds 
gi|463284|gb|L25893.1|STARECAA [463284] 

(View GenBank report,FASTA report,ASNA report . Graphical view J MEDLINE link, 7 
protein link , or 40 nucleotide neighbors ) 



S. aureus 5S ribosomal RNA 
gi|176018|gb|K02687.1|STARRASA [176018] 

(View GenBank report ,F AST A report, AS N.J report . Graphical view,l MEDLINE link or 11 
nucleotide neighbors ) 

□ L23109 

Staphylococcus aureus recombinase (sin) gene, complete cds 
gi|495088|gb|L23109.1|STASINA [495088] 

(View GenBank report , FASTA report , ASNl report , Graphical view,l MEDLINE link , L 
protein link , or 3 nucleotide neighbors ) 



Staphylococcus aureus acetyltransferase (vat) gene, complete cds 
gi!398084|gb|L07778. 1 1 ST A VAT [398084] 

(View GenBank report, FAST A report, ASN.l report , Graphical view,l MEDLINE link, I 
protein link, or 3 nucleotide neighbors ) 



□ M90056 

Staphylococcus aureus plasmid ATP-binding protein (vga) gene, complete cds 
gi 1 1 53 1 24|gb|M90056. 1 |STAVGA [ 1 53 1 24] 

(View GenBank report , FASTA report,ASN.l report, Graphical view , ! MEDLINE link, 7 
protein link, or 3 nucleotide neighbors ) 

□ J02615 

S. aureus toxic shock syndrome toxin- 1 gene, complete cds 
gi|153122|gb|J02615.1|STATSSTl [153122] 

(View GenBank report , FAST A report , ASNl report, Graphical view,l MEDLINE link, 7 



□ K02687 



□ L07778 
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□ Ml 8970 

S. aureus entero toxin A (entA) gene, complete cds 
gi| 1 53 1 20|gb|Ml 8970. 1 |STATOXAA [153120] 

(View GenBank report, FASTA report, ASK 1 report , Graphical view , J MEDLINE link 7 
protein link , or 3 nucleotide neighbors ) 

□ K02985 

S. aureus (strain RN450) transposon Tn554 insertion site 
gi|153118|gb|K02985.1|STATNIS5 [153118] 

(View GenBank report , FAST A report, ASN J report , Graphical view,! MEDLINE link, 7 
protein link, or 5 nucleotide neighbors ) 

□ M21136 

S. aureus tetracycline resistance (tetM) gene, complete cds 
gi|153114|gb|M21136.1|STATETM [153114] 

(View GenBank report,FASTA report , ASN.J report , Graphical view,l MEDLINE link , 7 
protein link, or 9 nucleotide neighbors ) 

□ M10501 

S.aureus/transposon Tn551 left junction C 
gi|153113|gb|M10501.1|STAT551C [153113] 

(View GenBank report,FASTA report,ASNl report, Graphical view , or 7 MEDLINE link ) 

□ AH000935 

S.aureus/transposon Tn55 1 left junction B 
gi|153112|gb|AH000935.1|SEG_STAT551B [153112] 

(View GenBank re port, FAST A report , ASN.l r eport , Graphical view, 1 MEDLINE link , or 2 
nucleotide neighbors ) 

E M10500 

S.aureus/transposon Tn551 right junction B , 
gi| 153 1 1 l|gb|M10500. 1|STAT55 1B2 [153111] 

(View GenBank report , FASTA report , ASN 1 report , Graphical view, or J MEDLINE link ) 

□ M10499 

S.aureus/transposon Tn551 left junction B 
gi|153110|gb|M10499.1|STAT551Bl [153110] 

(View GenBank report,FASTA report , ASN J report , Graphical view, or 7 MEDLINE link ) 

□ AH000934 

S.aureus/transposon Tn551 left junction A 

gi| 1 53 1 09|gb|AH000934. 1 |SEG_STAT55 1 A [ 1 53 1 09] 

(View GenBank report.FASTA report, ASN J report graphical view , ] MEDLINE link, or 2 
nucleotide neighbors ) 

□ M10498 

S.aureus/transposon Tn551 right junction A 
gi|153108|gb|M10498.1|STAT551A2 [153108] 
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(View GenBank report,FASTA report, ASN.J report .Graphical view, or 1 MEDLINE link ) 

E Ml 0497 

S.aureus/transposon Tn551 left junction A 
gi| 1 53 1 07|gb|Ml 0497. 1 |STAT55 1 A 1 [153107] 

(View GenBank report,FASTA report, ASN 1 report,Graphical view, or 1 MEDLINE link ) 

□ Ml 8264 

S. aureus staphylococcal protein A (SPA) gene, complete cds 
gi| 1 53 1 05|gb|M 1 8264. 1 |STASPAA [ 1 53 1 05] 

(View GenBank report , FASTA report,ASNl report , Graphical view,! MEDLINE link, 7 
protein link, or 35 nucleotide neighbors ) 

D J01786 

S. aureus spa gene coding for protein A, complete csd 
gi|153103|gb|J01786.1|STASPA [153103] 

(View GenBank report, FAST A report, ASN A reporUGraphical view , 4 MEDLINE links, 7 
protein link, or 32 nucleotide neighbors ) 

□ M33833 

S. aureus enterotoxin B (seb) gene, 5' flank 
gi|153101|gb|M33833.1|STASEB [153101] 

(View GenBank report,F AST A report,ASNA report , Graphical view,l MEDLINE link, 7 
protein link, or 3 nucleotide neighbors ) 

□ M32470 

S. aureus Sau3AI-restriction-enzyme and Sau3AI-modification-enzyme genes, complete cds 
gi| 1 53098|gb|M32470. 1 |STAS AU3 AIM [ 1 53098] 

(View GenBank report,FASTA report , ASN J report , Graphical view,! MEDLINE link , or 2 
protein links ) 

□ M20270 

S. aureus neomycin resistance gene, partial cds, and bleomycin resistance gene, complete cds 
gi|153095|gb|M20270.1|STARESA [153095] 

(View GenBank report , FAST A report , ASNl report , Graphical view,l MEDLINE link, 2 
protein links, or 23 nucleotide neighbors ) 

□ J03323 

S. aureus plasmid pCW7 REP N protein (rep N) gene, complete cds 
gi| 1 53089|gb| J03323 . 1 |STAREPNA [ 153089] 

-(View GenBank report , FASTA report, ASN. 1 report , Graphical view , I MEDLINE link, 7 
protein link , or 13 nucleotide neighbors ) 

D M33479 

S. aureus ethidium resistance (ebr) and replication protein (rep A) genes, complete cds 
gi| 1 53087|gb|M33479. 1 |STAREPEBR [ 1 53087] 

(View GenBank report, FASTA report, ASN J report, Graphical view,l MEDLINE link 7 
protein link, or 2 nucleotide neighbors ) 



□ 



M94061 
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Staphylococcus aureus recombination enzyme (recA) gene, partial cds 
gi| 1 5308 1 |gb|M9406 1 . 1 (STARECA [ 1 5308 1 ] 

(View GenBank report, FAST A report, ASN. J report , Graphical view, J MEDLINE link, I 
protein link, or 94 nucleotide neighbors ) 



□ M37888 

Staphylococcus aureus resistance protein (qacD) gene, complete cds 
gi|153078|gb|M37888.1|STAQACD [153078] 

(View GenBank report, FAST A report, ASN.l report , Graphical view,] MEDLINE link, 2 
protein links, or 4 nucleotide neighbors ) 
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□ M76714 

Staphylococcus aureus peptidoglycan hydrolase gene, complete cds 
gi| 1 53066|gb|M767 1 4. 1 |STAPEPHYD [ 1 53066] 

(View GenBank report , FASTA report, ASN.l report , Graphical view , J MEDLINE link, 7 
protein link, or 4 nucleotide neighbors ) 

D M17123 

S. aureus nuclease gene, partial cds 
gi|153056|gb|M17123.1|STANUC [153056] 

(View GenBank report , F AST A report,ASNJ report, Graphical view,l MEDLINE link, or I 
protein link ) 

□ M97169 

Staphylococcus aureus fluoroquinolone resistance protein (norA) gene, complete cds 
gi|153054|gb|M97169.1|STANORAX [153054] 

(View GenBank report , F AST A report , ASNJ re port , Gra phical view,! MEDLINE link , 7 
protein link , or 2 nucleotide neighbors ) 



Staphylococcus aureus (methicillin resistant) leucocidin S-component (lukS) gene, complete 



gi|475838|gb|M8 1 346. 1 |STALUKS [475838] 

(View GenBank report,F AST A report , ASNJ report , Graphical view,! MEDLINE link, or I 
protein link ) 

G M90693 

Staphylococcus aureus glycerol ester hydrolase (lip) gene, complete cds 
gi|393265|gb|M90693.1|STAGEHLIP [393265] 

(View GenBank report t F AST A report , ASN1 1 report , Graphical view, or J protein link )_ 
□ M25257 

Staphylococcus aureus (clone pUBlO) beta-lactamase gene, complete cds 
gi|341312|gb|M25257.1|STALACBAF [341312] 

(View GenBank report , FAST A report, ASN.l report.Graphical view,l MEDLINE link, 7 
protein link, or 18 nucleotide neighbors ) 



□ M81346 



cds 



□ M25256 

Staphylococcus aureus (clone pII3804) beta-lactamase gene, 5' end 
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gi|34 1311 |gb|M25256. 1 |STALACBAE [341311] 

(View GenBank report, FASTA report,ASN.l report , Graphical view,] MEDLINE link, 7 
protein link, or 15 nucleotide neighbors ) 



□ M25255 

Staphylococcus aureus (clone pI3796) beta-lactamase gene, 5 1 end 
gi|34 1 3 1 0|gb|M25255 . 1 [STALACB AD [34131 0] 

(View GenBank report , FASTA report, ASN.l report, Graphical view , J MEDLINE link, 7 
protein link, or 15 nucleotide neighbors ) 



□ M25254 

Staphylococcus aureus (clone pi 1071) beta-lactamase gene, complete cds 
gi|341 309|gb|M25254. 1 1 STALACB AC [34 1 309] 

(View GenBank report,FASTA report,ASNl report graphical view,! MEDLINE link, 7 
protein link, or 15 nucleotide neighbors ) 

□ M25253. 

Staphylococcus aureus (clone pSl) beta-lactamase gene, complete cds 
gi|341308|gb|M25253.1|STALACBAB [341308] 

(View GenBank report , F AST A report , ASN.l report , Graphical view,! MEDLINE link , 7 
protein link, or 13 nucleotide neighbors ) 

□ M25252 

Staphylococcus aureus (clone pPCl) teta-lactamase gene, complete cds 
• gi|341307|gb|M25252.1|STALACBAA [341307] 
(View GenBank report,FASTA report, ASN.l report , Graphical view,l MEDLINE link, 7 
protein link, or 14 nucleotide neighbors ) 

E L01055 

Staphylococcus aureus gamma-hemolysin components A, B and C (hlgA, hlgB, hglC) genes, 
complete cds 

gi|295 1 53|gb|L01 055. 1 |STAHLGA [295 1 53] 

(View GenBank report, FASTA report, ASN.l report , Graphical view, 2 MEDLINE links, 3 
protein links, or 2 nucleotide neighbors ) 

□ M83994 

Staphylococcus aureus prolipoprotein signal peptidase (lsp) gene, complete cds 
gi|153044|gb|M83994.1|STALSP [153044] 

(View GenBank report,FASTA report, ASN.l report,Graphical view , ! MEDLINE link, or I 
protein link ) 



O J03947 

S. aureus lincosaminide nucleotidyltransferase (linA) gene, complete cds 
gi|153040|gb|J03947.1|STALINA [153040] 

(View GenBank report, FASTA report , ASNl report , Graphical view , l MEDLINE link, 7 
protein link, or 3 nucleotide neighbors ) 

□ J03479 

S. aureus enzyme Ill-lac (lacF), enzyme II-lac (lacE), and phospho-beta-galactosidase (lacG) 
genes, complete cds 

gi| 1 53036|gb| J03479. 1 |STALACS [ 1 53036] 



http://www.ncbi.nlm.nih.gov 



6/18/99 



PubMed nucleotide query ^ Page 3 of 7 

# • 

(View GenBank report.FASTA report ASN.l report . Graphical view , 2 MEDLINE links, 3 
. protein links, or 2 nucleotide neighbors ) 

□ M64724 

S. aureus tagatose 6-phosphate isomerase gene, complete cds 
gi| 1 53032|gb|M64724. 1 |STALACAA [1 53032] 

(View GenBank report , F AST A report , ASN.l report , Graphical view, J MEDLINE link I 
protein link, or 5 nucleotide neighbors ) 

□ M14372 

S. aureus phage L54 attP site 
-gi|153031|gb|M14372.1|STAL54POP [153031] 

(View GenBank report,FASTA report , ASN.l report . Graphical view,! MEDLINE link, or 2 
nucleotide neighbors ) 

□ M14371 

S. aureus phage L54 

gi|153030|gb|M14371.1|STAL54POB [153030] 

(View GenBank report , FASTA report, ASN.l report , Graphical view, or I MEDLINE link ) 



□ M14374 

S. aureus phage L54 attL site 
gi|153029|gb|M14374.1|STAL54BOP [153029] 

( View GenBank report , FASTA report,ASNl report.Graphical view,! MEDLINE link, or 2 
nucleotide neighbors ) 

□ M15215 

S. aureus phage L54 attB site 
gi|153028|gb|M15215.1|STAL54BOB [153028] 

(View GenBank report,F AST A report,ASNA report , Gra phical view , ! MEDLINE link, or 2 
nucleotide neighbors ) 

□ M36694 

B.amyloliquefaciens neutral protease gene, complete cds 
gi| 1 53026|gb|M36694. 1 |STAINVS A [ 1 53026] 

(View GenBank report, FAST A report,ASN.l report .Graphical view.l MEDLINE link, 7 
protein link, or 5 nucleotide neighbors ) 



□ M37915 

S. aureus gyrase (gyrB and gryA) genes, 3 ! and 5 ! ends, respectively 
giil53023|gb|M37915:ljSTAGYRAB [153023> - - 
(View GenBank report,FASTA report , ASN.l report , Graphical view,l MEDLINE link , 2 
protein links , or 105 nucleotide neighbors ) 



□ M12715 

S. aureus geh gene encoding lipase (glycerol ester hydrolase) 
gi|153019|gb|M12715.1|STAGEH [153019] 

(View GenBank report, FAST A report, ASN.l report .Graphical view,l MEDLINE link, 7 
protein link, or 2 nucleotide neighbors ) 
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□ J04151 

S. aureus fibronectin-binding protein (fob A) mRNA, complete cds 
gi| 1 5301 7|gb| J041 5 1 . 1 |STAFNBP [153017] 

(View GenBank report,FASTA report,ASNJ report . Graphical view J MEDLINE link , ]_ 
protein link, or 8 nucleotide neighbors ) 

□ L22566 

Staphylococcus aureus enterotoxin A gene 
gi|349129|gb|L22566.1|STAENTAB [349129] 

(View GenBank report , F AST A report,ASNJ report,Graphical view,! MEDLINE link, or 3 
nucleotide neighbors ) 

□ L13379 

Staphylococcus aureus enterotoxin gene, 3' end 
gi|295150|gb|L13379.1|STAENTEROF [295150] 

(View GenBank report, FAST A report, ASNJ report , Graphical view , 1 MEDLINE link, 7 
protein link , or 10 nucleotide neighbors ) 

C L13378 

Staphylococcus aureus enterotoxin gene, 3* end 
gi|295148|gb|L13378.1|STAENTEROE [295148] 

(View GenBank report , FASTA report, ASNJ report, Graphical view,! MEDLINE link, 7 
protein link, or 10 nucleotide neighbors ) 

□ L13377 

Staphylococcus aureus enterotoxin gene, 3' end 
gi|295146|gb|L13377.1|STAENTEROD [295146] 

(View GenBank report,F AST A report , ASNJ report , Graphical view,! MEDLINE link , 7 
protein link , or 10 nucleotide neighbors ) 

C L13376 

Staphylococcus aureus enterotoxin gene, 3' end 
gi|295144|gb|L13376.1|STAENTEROC [295144] 

(View GenBank report,FASTA report, ASNJ report , Graphical view J MEDLINE link, 7 
protein link, or 10 nucleotide neighbors ) 

□ L13375 

Staphylococcus aureus enterotoxin gene, 3' end 
gi|295142|gb|L13375.1|STAENTEROB [295142] 

(View GenBank report, FASTA report, ASN J report , Graphical view J MEDLINE link , 7 
protein link, or 10 nucleotide neighbors ) 

C L13374 

Staphylococcus aureus enterotoxin gene, 3* end 
gi|295140|gb|L13374.1|STAENTEROA [295140] 

(View GenBank report,FASTA report,ASNJ report t Graphical view J MEDLINE link, 7 
protein link, or 10 nucleotide neighbors ) 

□ Ml 7348 
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S. aureus exfoliative toxin B (ETB), complete cds 
gi|153011|gb|M17348.1|STAETB [153011] 

(View GenBank report t FASTA report,ASN.l report .Graphical view t 2 MEDLINE links, or I 
protein link ) 



S. aureus eta gene encoding epidermolytic toxin A, complete cds 
gi| 1 53007|gb|M 1 7357. 1 |STAETAA [1 53007] 

(View GenBank report,FASTA report, ASN. J report , Graphical view,! MEDLINE link, or / 
protein link ) 

E Ml 7347 

S. aureus exfoliative toxin A (ETA), complete cds 
gi|153005|gb|M17347.1|STAETA [153005] 

(View GenBank report t F AST A report , ASK 1 report, Graphical view,] MEDLINE link, 7 
protein link, or 4 nucleotide neighbors ) 

□ M28364 

Staphylococcus aureus enterotoxin C3 gene, complete cds 
gi|153003|gb|M28364.1|STAENTTXC [153003] 

(View GenBank report , FASTA report, ASN.l report, Graphical view, J MEDLINE link, 7 
protein link , or 10 nucleotide neighbors ) 

□ M21319 

S. aureus entertoxin type E (entE) gene, complete cds 
gi|153001|gb|M21319.1|STAENTE [153001] 

(View GenBank report,FASTA report,ASN.l report , Graphical view,! MEDLINE link, or I 
protein link ) 

□ M63917 

S. aureus epidermal cell differentiation inhibitor (EDIN) gene, complete cds 
gi| 1 52997|gb|M639 1 7. 1 |STAEDIN [ 1 52997] 

(View GenBank report,F AST A report , ASN.l report , Graphical viewj MEDLINE link , 7 
protein link , or 3 nucleotide neighbors ) 



Staphylococcus aureus precursor protein and chloramphenicol acetyltransferase (CAT) genes, 



gi|152980|gb|M58515.1|STACATA [152980] 
(View GenBank report,FASTA report , ASNl report,Graphical view, 2 protein links, or 7 
nucleotide neighbors ) 



Staphylococcus aureus tnpA gene, tnpB gene, tnpC gene, DS RF gene, complete cds's; 
cadmium resistance (cadA) gene, complete cds; E1-E2 cadmium efflux adenosine 
triphosphatase (cadC) gene, complete cds 
gi| 1 52973 |gb|L 1 0909. 1 jSTACADRES [ 1 52973] 

(View GenBank report,FASTA report , ASNl report , Graphical view, or 6 protein links ) 

G M15067 

S. aureus beta-lactamase (blaZ) gene, 5' end 
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complete cds 



□ L 10909 



PubMed nucleotide query ^ „ A Page 6 of 7 



gi|152971|gb|M15067.1|STABLAZA [152971] 

(View GenBank report,FASTA report, ASN.l report , Graphical view, J MEDLINE link or 14 
nucleotide neighbors ) 



□ M92376 

Staphylococcus aureus beta-lactamase repressor (Blal) gene, complete cds 
gij 1 52969|gb|M92376. 1 jSTABLAIA [ 1 52969] 

(View GenBank report , FASTA report,ASN.l report, Graphical view , J MEDLINE link 7 
protein link, or 3 nucleotide neighbors ) 

□ M62650 

Staphylococcus aureus blaZ gene, 5' end; blaRl gene, complete cds; blal gene, complete cds; 
and binR gene, 5' end 

gi| 1 52964|gb|M62650. 1 |STABLA [1 52964] 

(View GenBank report, FAST A report , ASN J report , Graphical view,! MEDLINE link 4 
protein links , or 4 nucleotide neighbors ) 



E M32312 

S. aureus right arm of secondary Tn554 attachment site 
gi|152959|gb|M32312.1|STAATTX [152959] 
Q (View GenBank report , FASTA report, ASN.l report , Graphical view , or 1 MEDLINE link ) 

H □ M20393 

* ! r S. aureus bacteriophage phi-1 1 attachment site (attB) 

gi|152958|gb|M20393.1|STAATTB [152958] 

(View GenBank report,F AST A report, ASN.l report , Graphical view, or 1 MEDLINE link ) 

b □ M90536 

Staphylococcus aureus alpha-hemolysin gene, 3' end 
gi|152952|gb|M90536.1|STAALPHYM [152952] 

(View GenBank report, FASTA report , ASN.l report , Gra phical view,! MEDLINE link , 7 
protein link , or 3 nucleotide neighbors ) 

□ M21854 

S. aureus agr gene encoding an accessory gene regulator protein, complete cds 
gi|152950|gb|M21854.1|STAAGR [152950] 

(View GenBank report,F AST A report , ASN.l report,Graphical view,l MEDLINE link, 7 
protein link , or 10 nucleotide neighbors ) 

□ M36771 

STaureus-aminocyclitol-S'-phosphotransferase-genej-complete cds . . 

gi| 1 52944|gb|M3677 1 . 1 |STAAAC [1 52944] 

(View GenBank re port, FASTA report, ASN.l report , Graphical view , l MEDLINE link, 7 
protein link, or 4 nucleotide neighbors ) 



□ L14020 

Staphylococcus aureus methicillin-resistance (mecR and mecl) genes, complete cds 
gi|295 1 57|gb|L14020. 1 |STAMECR [295 157] 

(View GenBank report,F AST A report, ASN.l report, Graphical view , l MEDLINE link , 3 
protein links, or 7 nucleotide neighbors ) 
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□ M81736 

Staphylococcus aureus collagen adhesin (cna) gene, complete cds 
gi|387879|gb|M81736.1|STACNA [387879] 

(View GenBank report , FAST A report, ASN J report , Graphical view J MEDLINE link, or 7 
protein link ) 



Staphylococcus aureus D4508 enterotoxin H (seh) gene, complete cds 
gi|5 1 0691 |gb|Ul 1 702. 1 |SAU1 1 702 [5 10691] 

(View GenBank report , FASTA report,ASN.l report , Graphical view, or I protein link ) 



□ 



U11702 
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□ L19300 

Staphylococcus aureus DNA sequence encoding three ORFs, complete cds; prophage phi-1 1 

sequence homology, 5 1 flank 

gi|3 1 0601 |gb|Ll 9300. 1 |STAORFPHI [3 1 0601 ] 

(View GenBank report , FASTA report, ASN.l report , Graphical view \4 MEDLINE links, 3 
protein links, or 3 nucleotide neighbors ) 



□ L25372 

Staphylococcus aureus exfoliative toxin A (eta) gene, complete cds 
gi|409062|gb|L25372.1|STASETA [409062] 

(View GenBank report, FASTA report,ASNl report, Graphical view,] MEDLINE link, 7 
protein link , or 4 nucleotide neighbors ) 

G L22565 

Staphylococcus aureus FRI100 enterotoxin A (sea) gene 
gi|349128|gb|L22565.1|STAENTAA [349128] 

(View GenBank report,F AST A report t ASN.l report, Graphical view , or 1 MEDLINE link ) 

□ M58516 

Staphylococcus aureus precursor protein and chloramphenicol acetyltransferase (CAT) genes, 
complete cds 

gi|152983|gb|M58516.1|STACATB [152983] 

(View GenBank report,FASTA report , ASNJ report t Graphical view, J MEDLINE link, 2 
protein links, or 17 nucleotide neighbors ) 

E U06462 

Staphylococcus aureus SA4 FtsZ (ftsZ) gene, complete cds 
gi|458427|gb|U06462. 1 |SAU06462 [458427] 

(View GenBankreport -F ASTA report, ASM J repoKt , Graphical view, 1 protein link , or 5_ ^ 

nucleotide neighbors ) 

□ LI 9298 

Staphylococcus aures phosphatidylinositol-specific phospholipase C (pic) gene, complete cds 
gi|425477|gb|L19298.1|STAPIPLC [425477] 

(View GenBank repvrt,FASTA report, ASNl report t Graphical view,l MEDLINE link, or ]_ 
protein link ) 

□ M80252 
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Staphylococcus aureus norAl 199 gene (which mediates active efflux of fluoroquinolones), 
complete cds 

gi|295163|gb|M80252.1|STANORAll [295163] 

(View GenBank report,FASTA report, ASN.l report graphical view J MEDLINE link, 7 
protein link, or 2 nucleotide neighbors ) 



Staphylococcus aureus transfer RNA sequence with two rRNAs 
gi|3 1 0605|gb|Ll 1530.1 jSTATRNAA [3 1 0605] 

(View GenBank report, FASTA report, ASN.l report f , Graphical view , J MEDLINE link, or 148 
nucleotide neighbors ) 



□ L11530 
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